Method 


tit n nmv 

BLASTX 


NCBI bl 


g4 4 Uo / oU 


BLAST score 


509 


E value 


2.0e-51 


Matcn lengtn 


1 o o 


-s identity 


Id 


NCBI Description 


(AC006532) putative multispanning membrane protein 




[Arabidopsis thaliana] 


Seq. No. 


11539 


Contig ID 


21655__1. R1040 


5' -most EST 


LIB3051-Q35-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2739386 


BLAST score 


475 


E value 


l . Ue-4 / 


Match length 


168 


% identity 


59 


NCBI Description 


(AC002505) unknown protein [Arabidopsis thaliana] 


Seq. No. 


11540 


Contig ID 


2l656_l.Rl040 


5 ' -most EST 


LIB3051-037-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2224901 


BLAST score 


263 


E value 


7 . 0e-23 


Match length 


136 


% identity 


49 


NCBI Description 


(U67134) PcMYBl protein [Petroselinum crispum] 


Seq. No. 


11541 


Contig ID 


21656_2 .R1040 


5 -most EST 


LIB3087-004-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g2224899 


BLAST score 


377 


E value 


5 . 0e-36 


»*-J- _U ~l — . i_ 1_ 

Match length 


203 


% identity 


4 / 


NCBI Description 


(U67133) DNA-binding protein PcMYBl [Petroselinum < 


Seq. No. 


11542 


Contig ID 


21657_1.R1040 


o -most EST 


apv /UIlOizlD . hi 


Mernoa 


DT TV CTflV 

BLASTX 


NCBI GI 


gl786134 


BLAST score 


207 


E value 


1. Oe-16 


■fc jr i_ l T j_ T_ 

Match length 


97 


% identity 


51 


NCBI Description 


(AB000451) PEThy;ZPT2-5 [Petunia x hybrida] 


Seq. No. 


11543 


Contig ID 


21658 1.R1040 


5' -most EST 


zsg701129482.hl 


Method 


BLASTX 



1997 



# 



NCBI GI 


g4519417 


BLAST score 


382 


Hi VQl 


Z • Uc JO 




1U ;? 






MPDT Hd cpr-l nf i ah 

IN^DX jjcbciiption 


ifittuz;4 jz / ) W1J-4U repeat protein [Homo sapiens] 


OoCJ • INU . 


1 1 C J < 

1104 4 




zlool 1.K1U4U 


J lllUo u HjOI 


lUd / U1U4100J . fli 


i- 1C L, llkJkJ. 




NCBI GI 


g3935138 


BLAST score 


969 


Hi val Lit: 


i Ho— i n r 

1 . US IUj 


lia LUli iCliy L. 11 


J JO 


& -j HottI" "i +■ \7 

O 1UC11 1 — L C jjT 




NPRT Doflnrinf-l on 


i/\uuuoiuo; lzoNzU.z [Araoiaopsis thaliana] 


Ofi/y "Mo. 


11 

1104 0 


wOmily 1U 


Oi ceo 1 ni n /i ft 

zlbbz 1.R1U40 




lilDoUOi-Uoy-Ul-Kl-Blu 




"RT QCTY 
DliilO 1 A 


NCBI GI 




BLAST score 


669 


E value 


2.0e-70 


Match length 


168 


o -LUCliXlLy 


/ / 


lVfpDT F^ci c; r> V s "i r , i+- t ah 
l^V-zD-L UcoLXipLlOii 


tA^uuzjyij putative metal ion transporter (Nramp) 




LAraDiaopsis tnalianaj >gi 3169188 (AC004401) putative 




metal ion transporter (Nramp) [Arabidopsis thaliana] 


oeq. 1N0 • 


llo4 D 


oonxxcj id 


01 ^cc "i v> i f\ a r\ 

zlooo 1.R104Q 


•J 1LLVJ O U £jO 1 


j u-gmst:uz4uuu oxz 1 la l 


Method 


DJ-iriO 1 A 


NCBI GI 


Q4521322 


BLAST score 


402 


E value 


8.0e-39 


11CLL.OH XCJliy L.11 


1 R6 
1 o o 


% identity 


53 


NCBI Description 


(U11790) mitotic centromere-associated kinesin [Cricetulus 




griseus] 


Seq. No. 


11547 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21665_3.R1040 

LIB3170-04 9-Q1-K2-E3 

BLASTX 

g2497528 

467 

1.0e-46 

199 
50 

KINESIN-LIKE PROTEIN KIF2 (KINESIN-RELATED PROTEIN XKIF2) 
>gi_1171151 (U36486) kinesin-related protein XKIF2 [Xenopus 
laevis] 



Seq. No. 



11548 



1998 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



21665_4.R1040 

uC-gmflminsoy016g07bl 

BLASTN 

g4159706 

43 

5.0e-15 

207 

80 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MGL6, complete sequence [Arabidopsis thaliana] 



PI clone: 



11549 

21666JL.R1040 

hyd700728575.hl 

BLASTX 

g2864624 

558 

1.0e-90 

437 

25 

(AL021811) putative protein [Arabidopsis thaliana] 
11550 

21672_1.R1040 
LIB3051-111-Q1-K1-E2 

11551 

21674_1.R1040 

uC - gmr omin s o y 0 6 9 a 0 lb 1 

BLASTX 

gl717871 

577 

2.0e-59 

259 

45 

UBIQUITIN CARBOXYL- TERMINAL HYDROLASE 15 (UBIQUITIN 
THIOLESTERASE 15) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 

15) (DEUBIQUITINATING ENZYME 15) >gi_1078006_pir S53974 

hypothetical protein YMR304w - yeast (Saccharomyces 
cerevisiae) >gi_79894 6_emb__CAA89137_ (Z49212) unknown 
[Saccharomyces cerevisiae] 

11552 

21675JL.R1040 

LIB3170-011-Q1-K1-B10 

BLASTX 

g2244993 

316 

6.0e-29 

91 

66 

(Z97341) similarity to AMP-activated protein kinase beta 
[Arabidopsis thaliana] 

11553 

21677_1.R1040 
jex700905308.hl 



1999 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g2498512 

310 

4.0e-28 

229 

33 

LDLC PROTEIN >gi_1082264 jpir A53542 brefeldin A-sensitive 

Golgi protein LDLC - human >gi_575654_emb_CAA84427_ 
(Z34975) ldlCp [Homo sapiens] 

11554 

21687_1.R1040 

LIB3051-112-Q1-K1-E6 

BLASTX 

g3776559 

440 

4.0e-43 

165 

57 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb__Z35332 and gb__F19907 come from this 
gene. [Arabidopsis thaliana] 

11555 

21688_1.R1040 

LIB3051-114-Q1-K1-E10 

BLASTN 

g2760167 

43 

7.0e-15 

179 

81 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MC015, complete sequence [Arabidopsis thaliana] 

11556 

21689JL.R1040 

asn701134480.hl 

BLASTX 

g3776559 

639 

1.0e-66 

160 

73 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A* thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 

11557 

21691JUR1040 

LIB3109-021-Q1-K2-F8 

BLASTX 

g2632106 

1493 

1.0e-166 



2000 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391 
71 

(Z98760) arginyl-tRNA synthetase [Arabidopsis thaliana] 
11558 

21692J..R1040 
6HA-02-Q1-B1-C9 

11559 

21693JL.R1040 

zzp700833775.hl 

BLASTX 

g2498883 

984 

1.0e-107 

344 
49 

SPLICEOSOME ASSOCIATED PROTEIN 145 (SAP 145) (SF3B150) 
>gi_1173905 (U41371) spliceosome associated protein [Homo 
sapiens] 

11560 

21694_1.R1040 

zsg701119058.hl 

BLASTX 

g4325345 

1719 

0.0e+00 

4 90 

68 

(AF128393) similar to thioredoxin-like proteins (Pfam: 
PF00085, Score=42.9, E=1.4e-ll / N=l) ; contains similarity 
to dihydroorotases (Pfam: PF00744, Score=154.9, E«1.4e-42, 
N=l) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11561 

21695JL.R1040 

jsh701066575.hl 

BLASTX 

gl869901 

287 

2.0e-25 

140 

36 

(X99699) XIAP associated factor-1 (ZAP-1) 



11562 

21695_2.R1040 

g5058490 

BLASTX 

gl869901 

268 

4.0e-23 

132 

36 

(X99699) XIAP associated factor-1 



[Homo sapiens] 



(ZAP-1) [Homo sapiens] 



2001 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



11563 

21697JL.R1040 

jC-gmst02400018g03al 

BLASTX 

g3935152 

483 

1.0e-48 

111 
75 

(AC005106) T25N20.16 [Arabidopsis thaliana] 
11564 

21697_2.R1040 

jC-gmfl02220069f09al 

BLASTX 

g3935152 

439 

1.0e-43 

97 

76 

(AC005106) T25N20.16 [Arabidopsis thaliana] 
11565 

21698JL.R1040 

leu701156073.hl 

BLASTX 

g3273101 

312 

2.0e-28 

194 

40 

(Y17613) N7 protein [Medicago truncatula] 
11566 

21700_1.R1040 

jC-gmle01810080h05al 

BLASTX 

gl737492 

378 

4.0e-36 

133 

23 

(U81318) poly (A) -binding protein [Triticum aestivum] 
11567 

21701_1.R1040 

uC-gmf Iminsoy047e07bl 

BLASTN 

gl403521 

134 

4.0e-69 

359 
89 

P. vulgaris mRNA for chitinase 
11568 

21704 1.R1040 



2002 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jex700903486.hl 

BLASTX 

g2702281 

367 

8.0e-35 

94 

71 

(AC003033) putative protein disulfide isomerase precursor 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



11569 

21705_1.R1040 

LIB3051-067-Q1-K1-B6 

BLASTX 

g2351378 

824 

5.0e-88 

295 

55 

(U54558) translation initiation factor eIF3 p66 subunit 
[Homo sapiens] >gi_4200328__emb_CAA18440_ (AL022313) 
EIF3-P66 [Homo sapiens] 

>gi_4503523_ref_NP_003744 . l_pEIF3S7__ UNKNOWN 
11570 

21707_1.R1040 

LIB3109-027-Q1-K1-G5 

BLASTX 

g729332 

308 

2.0e-28 

111 

52 

DHP1 PROTEIN >gi_629894j?ir S43891 dhpl protein - fission 

yeast (Schizosaccharomyces pombe) >gi_4 96393_db j_BAA04 601_ 
(D17752) Dhpl protein [Schizosaccharomyces pombe] 
>gi_1177359_emb_CAA93235_ (Z69240) dna exoribonuclease 
[Schizosaccharomyces pombe] 

11571 

21708JL.R1040 

LIB3107-047-Q1-K1-C1 

BLASTX 

g2160164 

209 

2.0e-16 
69 

55 

(AC000132) No definition line found [Arabidopsis thaliana] 
11572 

21709_1.R1040 

LIB3051-081-Q1-K1-B6 

BLASTX 

g4559381 

463 

3.0e-46 



2003 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



114 
74 

(AC006526) hypothetical protein [Arabidopsis thaliana] 
11573 

21710JL.R1040 

smc700748782.hl 

BLASTX 

g4455260 

441 

2.0e-51 

169 
61 

(AL035353) protein kinase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11574 

21711_1.R1040 

jC-gmfl02220086g04dl 

BLASTX 

g3176726 

449 

2.0e-44 

140 

64 

(AC002392) 
thaliana] 



putative serine proteinase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ~ 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 ! -most EST 
Method 
NCBI GI 
BLAST score 



11575 

21713JL.R1040 

asn701135209.hl 

BLASTX 

g4220479 

1560 

0.0e+00 

402 

84 

(AC006069) unknown protein [Arabidopsis thaliana] 
11576 

21714JL.R1040 

uC-gmromins oy 1 7 3 c 0 2b 1 

BLASTX 

g3033391 

373 

9.0e-36 

121 

57 

(AC004238) putative amino acid transporter [Arabidopsis 
thaliana] 

11577 

21715JL.R1040 

LIB3170-061-Q1-K2-B4 

BLASTX 

g4468984 

643 



2004 



E value 


4.0e-67 


Match length 


213 


% identity 


60 


NCBI Description 


(AL035605) putative protein [Arabidopsis thaliana] 


Seq. No. 


11578 


Contig ID 


21716 1.R1040 


5* -most EST 


sat701004561.hl 


Method 


BLASTX 


NCBI GI 


g818849 


BLAST score 


41/ 


E value 


9.0e-41 


Match length 


113 


1 identity 


65 


NCBI Description 


(U25430) nucleotide pyrophosphatase precursor [Oryza 




sativa] 


Seq. No. 


11579 


Contig ID 


21723 1.R1040 


5 T -most EST 


zhf700960253.hl 


Method 


BLASTX 


NCBI GI 


qZZ /ozll 


BLAST score 


603 


E value 


1.0e-62 


Match length 


171 


% identity 


70 


NCBI Description 


(AC002337) RNA helicase isolog [Arabidopsis thaliana 


Seq. No. 


11580 


Contig ID 


21724 1.R1040 


5' -most EST 


k!1701206422.hl 


Method 


BLASTX 


NCBI GI 


qZZ4DVZQ 


BLAST score 


301 


E value 


2.0e-27 


Match length 


124 


% identity 


47 


NCBI Description 


(Z97341) cyanohydrin lyase homolog [Arabidopsis thai 


Seq. No. 


11581 


Contig ID 


21725 1.R1040 


5 T -most EST 


jC-gmro02800032hl2al 


Method 


BLASTX 


NCBI GI 


g3 355617 


BLAST score 


491 


E value 


7.0e-49 


Match length 


110 


% identity 


81 


NCBI Description 


(AJ000229) unnamed protein product [Hordeum vulgare] 


Seq. No. 


11582 


Contig ID 


21727 1.R1040 


5 '-most EST 


LIB3170-051-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2347188 


BLAST score 


335 


E value 


3.0e-31 



2005 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 



102 
53 

(AC002338) laccase isolog [Arabidopsis thaliana] 
>gi_3150401 (AC004165) putative laccase [Arabidopsis 
thaliana] 

11583 

21728_1.R1040 

uC-gmflminsoyl00h04bl 

BLASTX 

gll7188 

370 

4.0e-35 

179 

41 

CYTOCHROME P450 71A1 (CYPLXXIAl) (ARP-2) 
>gi_81423_pir A35867 cytochrome P450 71A1 - avocado 

11584 

21729JL.R1040 

LIB3170-052-Q1-K1-E7 

BLASTX 

g416639 

295 

1.0e-26 

97 

66 

INDOLE- 3 -ACETIC ACID INDUCED PROTEIN ARG2 
>gi_287564_dbj_BAA03307_ (D14411) ORF [Vigna radiata] 

11585 

21732JL.R104Q 

LIB3093-051-Q1-K1-A7 

BLASTX 

g2633727 

361 

4.0e-34 

196 

38 

(Z99111) ykrT [Bacillus subtilis] 
11586 

21733JL.R1040 

jC-gmle01810062h08al 

BLASTX 

g2909781 

748 

2.0e-79 

213 

73 

(AF020288) MgATP-energized glutathione S-conjugate pump 
[Arabidopsis thaliana] 

11587 

21741JL.R104Q 

vzy700752756.hl 

BLASTX 



2006 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



g4006881 
717 

1.0e-75 

177 

79 

(Z99707) putative protein [Arabidopsis thaliana] 
11588 

21752JL.R1040 

txt700733990.hl 

BLASTX 

g4539330 

1094 

1.0e-119 

341 

65 

(AL035679) putative receptor-like protein kinase (fragment) 
[Arabidopsis thaliana] 

11589 

21759JL.R1040 

fua701042337.hl 

BLASTX 

g2583128 

1022 

l.Oe-111 

246 

83 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
11590 

21759_2. R1040 

asn701134884.h2 

BLASTX 

g2583128 

451 

6.0e-45 

106 

82 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
11591 

21760JL.R1040 
LIB3109-029-Q1-K1-A5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11592 

21762JU R1040 

LIB3051-037-Q1-K1-D4 

BLASTX 

g2459440 

388 

3.0e-37 

149 

50 

(AC002332) putative receptor kinase [Arabidopsis thaliana] 



Seq. No. 



11593 



2007 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21763J..R1040 

trc700561979.hl 

BLASTX 

g2435518 

442 

1.0e-43 

150 

69 

(AF024504) contains similarity to C3HC4-type zinc fingers 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11594 

21764_1.R1040 

LIB3139-023-P1-N1-H5 

BLASTX 

g3367568 

927 

1.0e-100 

234 
76 

(AL031135) 
thaliana] 



protein kinase - like protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



11595 

21764_2.R1040 
g5126628 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11596 

21764_3.R1040 

LIB3093-025-Q1-K1-E8 

BLASTX 

g3367568 

302 

2.0e-27 

74 

76 

(AL031135) 
thaliana] 



protein kinase - like protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11597 

21766JLR1040 

LIB3051-Q84-Q1-K1-F6 

BLASTX 

g3142291 

442 

6.0e-44 

130 

63 

(AC002411) Contains similarity to adenylate cyclase 
gb__AF012921 from Magnaporthe grisae. EST gb_Z24512 comes 
from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



11598 

21770JL.R1040 

LIB3051-114-Q1-K1-F6 

BLASTX 

g2911059 



2008 



II 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



514 

4.0e-52 

132 
73 

(AL021961) putative protein [Arabidopsis thaliana] 
11599 

21771J..R1040 

LIB3087-011-Q1-K1-B9 

BLASTX 

gll72555 

766 

3.0e-81 

276 
54 

34 KD OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 
(VOLTAGE- DEPENDENT ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 
{POM 34) >gi_62972Gjpir S46936 34K porin - potato 

>gi_1076682_pir A55364 porin (clone pPOM-34) - potato 

mitochondrion >gi_516166_emb_CAA56599_ (X80386) 34 kDA 

porin [Solanum tuberosum] 

11600 

21789J..R1040 

jC~gmle01810068dl0al 

BLASTX 

g3135263 

878 

1.0e-94 

231 
74 

(AC003058) hypothetical protein [Arabidopsis thaliana] 
11601 

21791_1.R1040 

epx701108317.hl 

BLASTX 

g2689720 

494 

9.0e-50 

144 

67 

(AF037168) DnaJ homologue [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



11602 

21791_2.R1040 

fde700872837.hl 

BLASTX 

g2689720 

187 

4.0e-14 

65 
58 

(AF037168) DnaJ homologue 
11603 

21793 1.R1040 



[Arabidopsis thaliana] 



2009 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



k!1701206965.hl 

BLASTX 

g418507 

327 

6.0e-30 

161 
40 

S-ADENOSYLMETHIONINE : 2-DEMETHYLMENAQUINONE 

METH YLTRANS FERAS E >gi_541097_pir S40872 hypothetical 

protein fl61 - Escherichia coli >gi_305032 (L19201) 
ORF_fl61 [Escherichia coli] >gi_1336002 (U56082) 
S-adenosylmethionine : 2-demethylmenaquinone 

methyltransf erase [Escherichia coli] >gi_1790364 (AE000467) 
menaquinone biosynthesis, unknown [Escherichia coli] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11604 

21794_1.R1040 

rlr700895453.hl 

BLASTX 

g542200 

505 

9.0e-51 

248 
41 

hypothetical protein - garden asparagus 
>gi_452714_emb_CAA54526_ (X77320) unknown 
officinalis] 



[Asparagus 



Seq. No. 

Contig ID 
5 T -most EST 



11605 

21794_2.R1040 
fde700876502.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11606 

21795J..R1040 

zhf700961481.hl 

BLASTX 

g2088651 

318 

3.0e-29 

169 

41 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11607 

21797J..R1040 

LIB3051-081-Q1-K1-F4 

BLASTN 

g563624 

73 

9.0e-33 

101 

94 

S. tuberosum (PU141) mRNA for U14 small nucleolar RNA 



Seq. No. 
Contig ID 



11608 

21798 1.R1040 



2010 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3092-022-Q1-K1-F11 

BLASTX 

g4455155 

615 

9.0e-64 

153 
76 

(AL022023) EF-1 alpha - like protein (fragment) 
[Arabidopsis thaliana] 

11609 

21808_1.R1040 

kmv700737708.hl 

BLASTX 

g2809246 

525 

2.0e-53 

180 

53 

(AC002560) F2401.15 [Arabidopsis thaliana] 
11610 

21813J..R1040 

LIB3051-047-Q1-K1-G11 

BLASTX 

g3367574 

391 

9.0e-38 

156 

55 

(AL031135) hypothetical protein [Arabidopsis thaliana] 
11611 

21815JL.R1040 

LIB3170-037-Q1-K1-G12 

BLASTX 

g3600038 

488 

4.0e-49 

195 

61 

(AF080119) similar to Saccharomyces cerevisiae 
transcription regulator SP08 (SW:P41833) [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11612 

21816JL.R1040 

LIB3051-053-Q1-K2-G2 

BLASTX 

g2979544 

408 

6.0e-40 

135 

58 

(AC003680) putative cytochrome 



P-450 [Arabidopsis thaliana] 



Seq. No. 



11613 



2011 



Print - -J rr TH 


21829 1 R1040 


S ! -Tnn^t EST 


iC-amle01810053al2al 


Method 


BLASTX 


NCBI GI 


gl652892 




1274 


1 ti 


X . U C X *i \J 


Match length 


534 


% identity 


48 


KTPRT Dtfa cfT "1 trf~ "i o.n 

l^vjDX owJ I LVJJ.1 


\±JZ*\JJ\JZ/\ ilXJW LrldllO^Ul UCJ. l L - 1 Y «CW OLIO O^-/ • J 


tw> *3 \_J * L "1 » 


11614 




91 fi 9 Q A pi n 


S f — most" F^T 


LIB313 8-037 -01-N1-B5 


D C CJ * IN O • 




fnnh l rr TH 

vUHLX^ 11/ 


21831 1 R1040 


5 1 —most EST 


nP — <*rm7"OT7>i n<3nv1 01 nl 

Uv witiXxio j. u x u» x i. aj x 


Method 


BLASTX 


NCBI GI 


g4510376 




49*3 


E value 


»J • VJtS *± X 


L w !aucn leugun 




^ laemiiLy 


4 O 


l>iV_,.DX JJC o t— X X L/ L. X(_?il 


inL'UU / Ul / J Liil WI1 JJLUtCXU ^rt.XcLJJXt-ttJLj'oXo OllaX 


oeq. jno. 


TICK 


^UI1L-Ly xu 


91 SO 1 131 0 Afi 




T.TR^O^I -D1 Q-D1 -F1 -RR 


Method 


BLASTX 


NCBI GI 


g4206196 




X / / 


E value 


o . ue 


lyiaxcn xengt.n 


9 £7 


% identity 






/ 7\ TT" O 7 1 ^97\ Vi t rr^O"!" V> d 4~ "5 rta 1 v^i-f ^-s-f- -i r 7\ v *i V*\ •! v, »•! n 

tjfij: u / loz / ; nypotneLicai prouein i_fixvaDxaopsxs 


oeq. i\o . 


1 1 CI 7 


Pavi -f- -! /-r t n 

uoiiLiy xu 






oaf 701 nnQnQ9 hi 


Method 


BLASTX 


NCBI GI 


g4206196 


LjXjjtIO 1 oWIc 


1 1Ci 

X / \J 


IT* tt a 1 11 /~\ 

£* vdiue 


o . ue-^u 


Match length 


129 


% identity 


49 




i xoz, t } nypo une Licai procein. [HraDiaopsis 


C! /-> rv "Mo 


xxOxo 




Ol £}C£ "I Dl Ayl A 

ZXoDo X.K1U4U 




nAw70f!^^431 4 hi 


Seq. No. 


11619 


Contig ID 


21856 2.R1040 


5 f -most EST 


awf 700839331. hi 


Method 


BLASTX 


NCBI GI 


g3643598 


BLAST score 


279 



2012 



€1 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



8.0e-27 
86 

(AC005395) putative poly (A) polymerase [Arabidopsis 
thaliana] 

11620 

21857 1.R1040 
LIB3051-112-Q1-K1-G10 

BLASTX 

g2244797 

308 

6.0e-28 
197 

4 (Z97336) hypothetical protein [Arabidopsis thaliana] 
11621 

21859 1.R1040 
LIB3051-H7-Q1-K1-G10 

BLASTX 

g 2894596 

231 

3.0e-19 
68 

(^021889) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 ! -most EST 
Method 
NCBI GI 
BLAST score 



11622 

21860JL.R1040 

nsy700645635.hl 

BLASTX 

g2653879 

535 

2.0e-54 
164 

(AF026389) adenyl cyclase [Nicotiana tabacum] 
11623 

21912JL.R1040 
rlr700895763.hl 

BLASTX 

g3341679 

279 

1.0e-24 

137 

*AC003672> dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 

11624 

21913JL.R1040 
uC-gmropiclllc08bl 

BLASTX 

g 2827631 

819 



2013 



© 



E value 


1.0e-87 


Match length 


236 


% identity 


65 


NCBI Description 


(AL021636) putative protein [Arabidopsis thali< 


Seq. No. 


11625 


Contig ID 


21914 1.R1040 


5 ' -most EST 


LIB3092-039-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl723260 


BLAST score 


300 


E value 




Match length 


289 


% identity 


40 


NCBI Description 


HYPOTHETICAL GTP-BINDING PROTEIN C3F10.16C IN 


>gi_1182063_emb_CAA93314_ (269369) unknown 




[Schizosaccharomyces pombe] 


Seq. No. 


11626 


Contig ID 


21937 1.R1040 


5 '-most EST 


LIB3051-015-Q1-E1-D10 


Method 


BLASTX 


NCBI GI 


gl29320 


BLAST score 


1043 


E value 


1.0e-114 


Match length 


202 


% identity 


92 


NCBI Description 


P21 PROTEIN >gi_99943_pir A3317 6 P21 protein 


Seq. No. 


11627 


Contig ID 


21937 2.R1040 


5 '-most EST 


xpa700797216.hl 


Method 


BLASTX 


NLBI bl 


glz9J20 


BLAST score 


268 


E value 


1.0e-23 


Match length 


62 


% identity 


79 


NCBI Description 


P21 PROTEIN >gi_99943_pir A33176 P21 protein 


Seq. No. 


11628 


Contig ID 


21946 1.R1040 


5' -most EST 


zsg701120292.hl 


Method 


BLASTN 


NCBI GI 


g3046851 


BLAST score 


37 


E value 


3.0e-ll 


Match length 


125 


% identity 


82 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5 




MIJ24, complete sequence [Arabidopsis thaliana 


Seq. No. 


11629 


Contig ID 


21947 1.R1040 


5 '-most EST 


uxk700669883.hl 


Method 


BLASTX 


NCBI GI 


g4106395 



- soybean 



- soybean 



PI clone: 



2014 



BLAST score 
E value - 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



1482 

1.0e-165 

362 
74 

(AF07374 4) raffinose synthase [Cucumis sativus] 
11630 

21948JL.R1040 
LIB3051-015-Q1-E1-B11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11631 

21950J..R1G40 

jC-gmfl02220054c05al 

BLASTX 

g2827713 

798 

3.0e-85 

191 

77 

(AL021684) pyridoxal-phosphate-dependent aminotransferase 
like protein [Arabidopsis thaliana] 

11632 

21953JL.R1G40 

LIB317 0-065-Q1-K1-E2 

BLASTX 

g4204270 

1159 

1.0e-127 

232 

91 

(AC005223) branched-chain alpha-keto acid decarboxylase El 
beta subunit [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11633 

21957_1.R1040 

leu701156115.hl 

BLASTX 

g2230757 

1262 

1.0e-141 

360 

73 

(Y11969) dnaJ-like protein [Arabidopsis thaliana] 
11634 

21960JL.R1040 

LIB3051-027-Q1-K1-H6 

BLASTX 

gll68470 

620 

1.0e-64 

154 

75 

PROTEIN KINASE APK1A >gi_282877_pir S28615 protein kinase 

tyrosine/serine/threonine-specif ic (EC 2.7.1.-) - 
Arabidopsis thaliana >gi_21782 9_dbj_BAA02092_ (D12522) 



2015 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 

11635 

21960_2.R1040 

LIB3107-020-Q1-K1-D12 

BLASTX 

g3461835 

504 

4.0e-51 

129 
79 

(AC005315) putative protein kinase [Arabidopsis thaliana] 
>gi_3927840 (AC005727) putative protein kinase [Arabidopsis 
thaliana] 



oeq* iNo. 


iIDjD 


uontig iu 


Z lybl I . KIU4U 


D -most £iO 1 




Method 






g4 UDu4 oZ 


BLAST score 


A *7 A 
4 /U 


E value 


4 . Oe-4 / 


Matcn lengtn 


1 A A 
144 


% identity 


JO 


wudi uescnpLion 




Seq. No. 


11637 


Contig ID 


21962 1.R1040 


5 '-most EST 


LIB3051-040-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2444176 


BLAST score 


341 


E value 


4.0e-32 


Match length 


145 


% identity 


50 


NCBI Description 


(U94782) unconventional myosin [Helianthus annuus 


Seq. No. 


11638 


Contig ID 


21979 1.R1040 


5 '-most EST 


LIB3051-042-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g3287695 


BLAST score 


561 


E value 


7.0e-58 


Match length 


145 


% identity 


80 


NCBI Description 


(AC003979) Similar to hypothetical protein C34B7 . 



gb_1729503 
thaliana] 



from C. elegans cosmid gb_Z83220. [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



11639 

21981J..R1040 

LIB3093-045-Q1-K1-H11 

BLASTN 

g575671 

479 



2016 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



0.0e+00 

870 

89 

M.varia mRNA for pplMs protein 
11640 

21981_2.R1040 
zhf700962152.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11641 

21984JUR1040 

LIB30 65-025-Q1-N1-B7 

BLASTX 

g3212863 

713 

2.0e-75 

181 
75 

(AC004005) putative translation initiation factor 
[Arabidopsis thaliana] 

11642 

21995^1. R1040 

LIB3051-085-Q1-K1-B1 

BLASTX 

g4432821 

648 

7.0e-68 

176 

71 

(AC006593) putative transmembrane protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11643 

21996JLR1040 

uC-gmrominsoy302g09bl 

BLASTX 

g3355471 

564 

5.0e-58 

138 

70 

(AC004218) 
thaliana] 



putative lysophospholipase [Arabidopsis 



11644 

21997_1.R1040 

pmv700891165.hl 

BLASTX 

g3080524 

292 

3.0e-26 

124 

48 

(AL022599) hypothetical protein [Schizosaccharomyces pombe] 



Seq. No. 



11645 



2017 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21998_1.R1040 

LIB3109-010-Q1-K1-G7 

BLASTX 

g3395431 

339 

4.0e-31 

294 

35 

(AC004683) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11646 

21998_2.R1040 

uC-gmropic068a06bl 

BLASTX 

g3395431 

203 

1.0e-15 

102 

43 

(AC004683) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11647 

21999JL.R1040 

uC-gmropic009al0bl 

BLASTX 

g4510418 

717 

9.0e-76 

246 

55 

(AC006929) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11648 

22000J..R1040 

gsv701048485.hl 

BLASTN 

g2760165 

39 

2.0e-12 

143 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAC9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11649 

22001_1.R1040 

zhf700953446.hl 

BLASTX 

g2707336 

329 

3.0e-30 

91 

68 

(AF037442) histone acetyltransf erase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 



11650 

22002 1.R1040 



2018 



5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



hrw7Q1058211.hl 

BLASTX 

g3080402 

768 

8.0e-82 

193 

76 

(AL022603) putative NADPH quinone oxidoreductase 
[Arabidopsis thaliana] >gi_4455266_emb_CAB36802 . 1_ 
(AL035527) putative NADPH quinone oxidoreductase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11651 

22006_1.R1040 

asn701141706.hl 

BLASTX 

g3927830 

1683 

0.0e+00 

510 

70 

(AC005727) hypothetical protein [Arabidopsis thaliana] 
11652 

22009JL.R1040 

wrg700786127.h2 

BLASTX 

g2618691 

1653 

0.0e+00 

441 

73 

(AC002510) putative chloroplast envelope Ca2+-ATPase 
[Arabidopsis thaliana] 

11653 

22009_2.R1040 

jC-gmle01810062e03dl 

BLASTX 

g2618691 

268 

2.0e-23 

90 

57 

(AC002510) putative chloroplast envelope Ca2+-ATPase 
[Arabidopsis thaliana] 

11654 

22009_3.R1040 

6HA-02-Q1-E1-B3 

BLASTX 

g2618691 

248 

6.0e-21 

75 
60 

(AC002510) putative chloroplast envelope Ca2+-ATPase 



2019 



[Arabidopsis thaliana] 



Seq. No. 


11655 


Contig ID 


22010 1.R1040 


5 '-most EST 


LIB3051-046-Q1-K1-F10 


Method 


BLASTN 


NCBI GI 


g2344870 


BLAST score 


82 


E value 


4.0e-38 


Match length 


138 


% identity 


90 


NCBI Description 


Phaseolus vulgaris mRNA for purple 




precursor 


Seq. No. 


11656 


Contig ID 


22010_2.R1040 


5 '-most EST 


LIB3051-116-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g4160280 


BLAST score 


1452 


E value 


0 . 0e+00 


Match length 


419 


% identity 


79 


NCBI Description 


(AJ006224) purple acid phosphatase 


Seq* No. 


11657 


Contig ID 


22015 1.R1040 


5 f -most EST 


kl!701204762.hl 


Method 


BLASTN 


NCBI GI 


g2358139 


BLAST score 


34 


E value 


2.0e-09 


Match length 


143 


% identity 


87 


NCBI Description 


Arabidopsis thaliana chromosome 1 




sequence [Arabidopsis thaliana] 


Seq* No. 


11658 


Contig ID 


22017 1.R1040 


5' -most EST 


LIB3051-014-Q1-E1-B6 


Method 


BLASTX 


NCBI GI 


g4049632 


BLAST score 


1009 


E value 


1.0e-110 


Match length 


246 


% identitv 


78 


NCBI Description 


(AF0394 06} Dvruvafp d€*bLV&FOCTGTia_sp 




UllCt-L J_ CtliCl J 


Seq, No. 


11659 


Contig ID 


22017 2.R1040 


5' -most EST 


jC-gmfl02220125c01al 


Method 


BLASTX 


NCBI GI 


g3641834 


BLAST score 


290 


E value 


7.0e-26 


Match length 


75 



YAC yUP8H12 complete 



2020 



% identity 

NCBI Description 



75 

(AJ007312) pyruvate dehydrogenase kinase [Arabidopsis 
thaliana] 



Seq. No. 


11660 


Contig ID 


22017 3.R1040 


5 T -most EST 


LIB3107-018-Q1-K1-B5 


Seq. No. 


11661 


Contig ID 


22022 1.R1040 


5 1 -most EST 


LIB3139-085-P4-N4-B3 


Method 


BLASTN 


NCBI GI 


g473216 


BLAST score 


171 


E value 


4.0e-91 


Match length 


415 


% identity 


85 


NCBI Description 


P. sativum (little marvel) 


Seq. No. 


11662 


Contig ID 


22022 2.R1040 


5 1 -most EST 


uC-gmf IminsoyO 8 lbllbl 


Method 


BLASTN 


NCBI GI 


g2642647 


BLAST score 


106 


E value 


1.0e-52 


Match length 


274 


% identity 


85 


NCBI Description 


Spinacia oleracea cytosol 




mRNA, complete cds 


Seq. No. 


11663 


Contig ID 


22023_1. R1040 


S'-most EST 


pcp700993427 .hi 


Method 


BLASTX 


NCBI GI 


gll69128 


BLAST score 


606 


E value 


5.0e-63 


Match length 


148 


% identity 


78 


NCBI Description 


SERINE/THREONINE- PROTEIN 




protein kinase [Arabidops 




protein kinase [Arabidops 


Seq. No. 


11664 


Contig ID 


22023 2.R1040 


5 f -most EST 


sat701010696.hl 


Method 


BLASTX 


NCBI GI 


gll69128 


BLAST score 


246 


E value 


3.0e-21 


Match length 


60 


% identity 


80 



HSC71.0 mRNA 



(HSC70) 



>gi_166682 (L08790) 



NCBI Description 



SERINE/THREONINE-PROTEIN KINASE CTR1 >gi_l 66680 (L08789) 
protein kinase [Arabidopsis thaliana] >gi_166682 (L08790) 
protein kinase [Arabidopsis thaliana] 



2021 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



11665 

22024JL.R1040 

uOgmrominsoyl65al2bl 

BLASTX 

g3319354 

2127 

0.0e+00 

509 

81 

(AF0774 07) contains similarity to sugar transporters 
sugar_tr .hmiri, score: 395.39) [Arabidopsis thaliana] 



(Pfam: 



Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11666 

22024_2.R1040 

jC-gmro02800031h01al 

BLASTX 

g3319354 

483 

1.0e-48 

137 

72 

(AF077407) contains similarity to sugar transporters (Pfam: 
sugar__tr . hmm, score: 395.39) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11667 

22030_1.R1040 

LIB3170-059-Q1-J1-B2 

BLASTX 

g4455169 

261 

2.0e-22 

80 

59 

(AL035521) putative aldehyde dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



11668 

22030_2.R1040 
LIB3051-088-Q1-K1-H1 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11669 

22030_3.R1040 

g4276926 

BLASTX 

g4455169 

162 

7.0e-ll 

62 
48 

(AL035521) putative aldehyde dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



11670 

22030_4.R1040 
uxk700670410.hl 
BLASTX 
g4455169 



2022 



41 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



804 

5*0e-86 

246 

62 

(AL035521) putative aldehyde dehydrogenase [Arabidopsis 
thaliana] 

11671 

22032_1.R1040 

LIB3092-043-Q1-K1-C6 

BLASTX 

g4056437 

1135 

1.0e-124 

348 
65 

(AC005990) Strong similarity to PFAM PF_00069 Eukaryotic 
protein kinase domain. [Arabidopsis thaliana] 

11672 

22033JL.R1040 
LIB3106-064-Q1-K1-A3 



Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11673 

22033_2.R1040 

LIB3138-061-Q1-N1-B4 

BLASTX 

gl653162 

674 

2.0e-70 

320 

45 

(D90911) (p)ppGpp 3-pyrophosphohydrolase [Synechocystis 
sp.] 



Seq. No. 


11674 


Contig ID 


22035 1.R1040 


5" -most EST 


LIB3051-036-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2832625 


BLAST score 


585 


E value 


3,0e-60 


Match length 


269 


% identity 


43 


NCBI Description 


(AL021711) putative p 


Seq. No. 


11675 


Contig ID 


22082 1.R1040 


5' -most EST 


jex7009Q9636.hl 


Method 


BLASTX 


NCBI GI 


g2497486 


BLAST score 


591 


E value 


3.0e-61 


Match length 


140 


% identity 


83 


NCBI Description 


URIDYLATE KINASE (UK) 



(URIDINE MONOPHOSPHATE KINASE) (UMP 
KINASE) >gi_2121275 (AF000147) UMP/CMP kinase [Arabidopsis 



2023 



CI 



thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11676 

22085J..R1040 

sat701012311.hl 

BLASTX 

g2462834 

320 

4.0e-29 

146 
41 

(AF000657) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11677 

22085_2.R1040 

g4302814 

BLASTX 

g2462834 

306 

1.0e-27 

141 
41 

(AF000657) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11678 

22087JL.R1040 

LIB3051-049-Q1-K1-H12 

BLASTX 

g3080398 

271 

9.0e-24 

127 
24 

(AL022603) putative protein 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



11679 

22087_2.R1040 
xpa700795215.hl 



Seq. No. 
Contig ID 
5' -most EST 



11680 

22088JL.R1040 
LIB3051-04 9-Q1-K1-A3 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11681 

22088_2.R1040 

LIB3170-038-Q1-K1-H10 

BLASTX 

g2829887 

145 

4.0e-09 

67 

54 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



11682 

22130JL.R1040 
LIB3051-040-Q1-K1-H11 



2024 



© 



Method 


BIiASTX 


NCBI GI 


g603890 


BLAST score 


216 


W T73 1 no 
ill vaxuc 


2 . Oe-17 


Maf ph T (lift irt* ri 
i v ictuwii icily Lii 


64 






Vi\~>D±. JJtJoO X. 1£J L.XvJil 


VtJTDjT-/y ^JduliUy cilcolo xtSXcl(-fc 




nigra] 




1 1 6ft*3 


font :i a TD 


22136 1 R1040 


5 1 -most EST 


zsa701123428 hi 


Method 


BLASTX 


NCBI GI 


g3540195 




199 




9 n^-9 Q 


jlticl u on xtriiyuii 


1 69 


0 X 1 1 L- 1 L- y 


9D 


"WORT no^py i "ni" H on 


^Arflft426fn Unknown nrntpin 


Can 


1 1 684 

1100*1 


Print "i rr TD 


^^.ll J X • L\X U t \J 




ppn700fi67984 hi 


Method 


BLASTX 


NCBI GI 


g4455338 


rsjjHoi score 




E value 


1 Ho— 1 4R 


Match length 




=5 xaenxixy 


/ O 






uCVji LNU * 
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font i rr TD 

L"U1 11 — L y XL/ 


99144 1 Rin4D 


1 —most F.ST 


1 pn7f)Tl ^^?3R hi 

XCU r JU • 1 1 X 


Method 


BLASTX 


NCBI GI 


g4455194 






U 1 TT^i 1 n o 
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Method 


BLASTX 


NCBI GI 


g4455194 


"DT ACT 1 enAra 

oij/ioi score 


oil 


E value 


x • ue ^ o 


lYiaxcn xengun 


7 O 


% identity 


oU 


NCBI Description 


(AL035440) putative protein 


Seq. No. 


11687 


Contig ID 


22146 1.R1040 


S'-most EST 


trc700565736.hl 


Method 


BLASTX 



[Sambucus 



[Arabidopsis thaliana] 



2025 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl644427 
530 

5.0e-65 

186 

65 

(U74610) glyoxalase II [Arabidopsis thaliana] 
11688 

22148JL.R1040 

g4397131 

BLASTN 

g!8834 

309 

1.0e-173 

1136 

84 

H.brasiliensis HMGR1 mRNA for 3-hydroxy-3-methylglutaryl 
coenzyme A reductase 



Seq. No. 

Contig ID 
5* -most EST 



11689 

22148_2.R1040 
sat701011586.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11690 

22148_J3. R1040 

jC-gmle01810042gl2dl 

BLASTN 

gl763233 

50 

6.0e-19 

66 

94 

Camptotheca acuminata 3-hydroxy-3-methylglutaryl coenzyme A 
reductase gene, complete cds 

11691 

22148_5.R1040 

jC-gmfl02220086el0al 

BLASTN 

g21103 

159 

7,0e-84 

239 
92 

R.sativus mRNA for HMG-COA reductase (clone cRS8) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11692 

22149_1.R1040 

LIB3170-076-Q1-K1-E11 

BLASTX 

g2739383 

498 

3,0e-50 

118 

76 

(AC002505) unknown protein [Arabidopsis thaliana] 



2026 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11693 

22151JL.R1040 

gsv701055942.hl 

BLASTX 

g2708749 

396 

5.0e-38 

117 

62 

(AC003952) putative senescence-assoc. rhodanese-like 
protein [Arabidopsis thaliana] 



11694 

22151_2.R104Q 

LIB3107-001-Q1-K1-F2 

BLASTX 

g2708749 

322 

8.0e-30 

110 

53 

(AC003952) putative senescence-assoc. 
protein [Arabidopsis thaliana] 



rhodanese-like 



11695 

22151_3.R1040 
uC-gmropicl!0a07bl 

11696 

22156JL.R104Q 

leu701150496.hl 

BLASTN 

g3176077 

124 

3.0e-63 

328 

86 

Medicago sativa mRNA for protein phosphatase 1, epsilon 
sub unit 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



11697 

22157JL.R1040 

zsg701118069.h2 

BLASTX 

g4115931 

1754 

0.0e+00 

380 

88 

(AF118223) contains similarity to Guillardia theta ABC 
transporter (GB:AF041468) [Arabidopsis thaliana] 

11698 

22158_1.R1040 
g4396314 
BLASTX 
g4220462 



2027 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1083 

1.0e-118 

277 
74 

(AC006216) Strong similarity to gb_Z50851 HD-zip (athb-8) 
gene from Arabidopsis thaliana containing Homeobox PF_0004 6 
and bZIP PFJ30170 domains, [Arabidopsis thaliana] 

11699 

22164JL.R1040 

LIB3051-109-Q1-K1-E5 

BLASTX 

g4097585 

576 

2.0e-59 

182 
65 

(U64925) NTGP4 [Nicotiana tabacum] 
11700 

22193JL.R1040 

LIB3107-039-Q1-K1-D6 

BLASTX 

g3377517 

370 

3.0e-35 

203 

39 

(AF073361) nitrate transporter NTL1 [Arabidopsis thaliana] 
11701 

22193_2.R1040 

kll701212430.hl 

BLASTX 

g2760834 

163 

3.0e-i5 

86 

51 

(AC003105) putative nitrate transporter [Arabidopsis 
thaliana] 



Seq. No, 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 



11702 

22195_1.R1040 

zzp700829817.hl 

BLASTX 

g4220462 

804 

4.0e-86 

211 

73 

(AC006216) Strong similarity to gb_Z50851 HD-zip (athb-8) 
gene from Arabidopsis thaliana containing Homeobox PF_0004 6 
and bZIP PF_00170 domains. [Arabidopsis thaliana] 

11703 

22196 1.R1040 



2028 



5' -most EST 


leu701156235.hl 


Method 


BLASTX 


Nbbi bl 


a anon a 
gZ4 o /z / 4 


BLAST score 


392 


E value 


2.0e-37 


Match length 


140 


% identity 


59 


NCBI Description 


(299759) ma binding protein [Schizosaccharomyces pombe] 


Seq. No. 


11704 


Contig ID 


22202 1.R1040 


5 '-most EST 


LIB3051-014-Q1-E1-C4 


Method 


BLASTX 


NbtJl bl 


goozz:?4 / 


BLAST score 


358 


E value 


2,0e-33 


Match length 


211 


% identity 


38 


NCBI Description 


(AE001239) hemolysin (tlyC) [Treponema pallidum] 


Seq, No. 


11705 


Contig ID 


22205 1.R1040 


5' -most EST 


LIB3051-034-Q1-K1-C6 


Method 


BLASTN 


NCBI GI 


go ooUUz 


BLAST score 


356 


E value 


0.0e+00 


Match length 


947 


% identity 


84 


NCBI Description 


Pumpkin mRNA for aconitase, complete cds 


Seq. No. 


11706 


Contig ID 


22209 1.R1040 


5' -most EST 


sat701003325.hl 


Method 


BLASTX 


NLB1 bl 


g4aoU3 to 


BLAST score 


141 


E value 


4.0e-79 


Match length 


373 


% identity 


46 


NCBI Description 


(AF082176) auxin response factor 9 [Arabidopsis thaliana; 


Seq. No. 


11707 


Contig ID 


22210 1.R1040 


5 '-most EST 


LIB3170-081-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2146746 


bJUAoi score 


4 t>Z 


E value 


4.0e-46 


Match length 


101 


% identity 


89 


NCBI Description 


protein kinase (EC 2.7.1.-) - Arabidopsis thaliana 




>gi_166819 (L05562) protein kinase [Arabidopsis thaliana; 


Seq. No. 


11708 


Contig ID 


22210 2.R1040 


5 '-most EST 


LIB31G7-036-Q1-K1-C11 



2029 



II 



Method 


BLASTX 


NCBI GI 


g2146746 


BLAST score 


297 


E value 


7.0e-27 


Match length 


69 


% identity 


86 


NCBI Description 


protein kinase (EC 2 




>giJL66819 (L05562) ] 


Seq. No. 


11709 


Contig ID 


22217 1.R1040 


5' -most EST 


jC-gmst02400026b01al 


Method 


BLASTX 


NCBI GI 


gJ4ozy31 


BLAST score 


790 


E value 


3.0e-84 


Match length 


196 


% identity 


76 


NCBI Description 


(AC003970) germin-li 


Seq. No. 


11710 


Contig ID 


22231 1.R1040 


5' -most EST 


LIB3051-045-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g4529972 


BLAST score 


342 


E value 


4.0e-32 


Match length 


146 


% identity 


47 


NCBI Description 


(AC002330) putative 




protein [Arabidopsis 



(EC 2.7.1.-) - Arabidopsis thaliana 

(L05562) protein kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11711 

22232_1.R1040 

LIB3051-048-Q1-K1-A1 

BLASTN 

g3021356 

85 

6.0e-40 

257 

83 

Cyamopsis tetragonoloba mRNA for CJDP-galactose 4- 
clone GEPI48 



■epxirterase, 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11712 

22233JL.R1040 

uaw700664464.hl 

BLASTX 

g4432854 

325 

2.0e-29 

308 

33 

(AC006300) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



11713 

22238 1.R1040 



2030 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



zsg701126668.hl 

BLASTX 

g2288999 

581 

5.0e-65 
141 

82 

(AC002335) electron transfer flavoprotein ubiquinone 
oxidoreductase isolog [Arabidopsis thaliana] 

11714 

22239_1.R1040 

LIB3138-126-Q1-N1-G12 

BLASTX 

gl449179 

1860 

0.0e+00 

436 

81 

(D86506) N-ethylmaleimide sensitive fusion protein 
[Nicotiana tabacum] 

11715 

22240JL.R1040 

LIB3051-009-Q1-E1-B12 

BLASTX 

g266323 

191 

2.0e-14 

108 
40 

ALPHA- AMYLASE/SUBTILISIN INHIBITOR (RASI) 

>gi_100651_pir S24131 subtilisin/alpha-amylase inhibitor, 

20K - rice >gi_254 616_bbs_112376 bifunctional 
subtilisin/alpha-amylase inhibitor, RASI [Oryza 
sativa=rice, seeds, bran, Peptide, 176 aa] 

11716 

22242JL.R1040 

LIB3051-044-Q1-K1-B7 

BLASTX 

g2494132 

440 

3.0e-43 

213 

42 

(AC002376) Contains similarity to human dimethyl aniline 
monooxygenase (gb_M64082). [Arabidopsis thaliana] 

11717 

22243_2.R1040 

jC-gmle01810063fl2al 

BLASTX 

g4127461 

655 

1.0e-68 

180 



2031 



€1 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 

(AJ011674) receptor-like protein kinase, RLK3 [Arabidopsis 
thaliana] 

11718 

22244JL.R1040 

LIB3051-025-Q1-K1-A5 

BLASTX 

g2213583 

515 

3.0e-52 

169 

60 

(AC000348) T7N9.3 [Arabidopsis thaliana] 
11719 

22249_1.R1040 

jex700904158.hl 

BLASTX 

g4455323 

631 

8.0e-66 

168 

74 

(AL035525) aminopeptidase-like protein [Arabidopsis 
thaliana] 

11720 

22251_1.R1040 

LIB3051-004-Q1-E1-A3 

BLASTX 

g2494144 

187 

5.0e-14 

73 
58 

(AC002329) predicted leucine-rich protein [Arabidopsis 
thaliana] 



Seq* No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



11721 

22252JL.R1040 

fua701043059.hl 

BLASTX 

g3367596 ' 

818 

1.0e-87 

198 
78 

(AL031135) putative protein 
11722 

22276_1.R1040 

LIB3107-011-Q1-K1-F7 

BLASTX 

g4454026 

388 

3.0e-37 



[Arabidopsis thaliana] 
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font* i rr TO 


22276 2 R1040 


5 T — mn^t" EST 
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BLASTX 


NCBI GI 


g4454026 
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BLASTX 


NCBI GI 


g2245091 
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NCBI GI 
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Print -! rr TH 


999ft^ 1 R1 040 


•J L. HjQ 1 


hi-h70fTfi4 S^fiQ hi 
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Method 


BLASTX 


NCBI GI 


g3757521 
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liiuuuoxo / ; uuKnown prouem [HraDiaopsis tnananaj 


oeq. No* 




font* i rr TT) 


999R6 1 R104 0 

iZiO U 1»XVXU*±L/ 


5 1 -most EST 


jC-gmst02400057el0al 


Method 


BLASTN 


NCBI GI 


g400531 


BLAST score 


365 


E value 


0.0e+00 


Match length 


745 



2033 



o 



% identity 


88 


NCBI Description 


V.sativa mRNA for NADPH-ferrihemoprotein reductase 


Seq. No. 


11728 


Contig ID 


22286 2.R1040 


5' -most EST 


LIB3051-066-Q1-K1-C9 


Method 


BLASTN 


NCBI GI 


g400531 


BLAST score 


122 


E value 


7.0e-62 


Match length 


222 


% identity 


89 


NCBI Description 


V.sativa mRNA for NADPH-ferrihemoprotein reductase 


Seq. No. 


11729 


Contig ID 


22286 3.R1040 


5' -most EST 


LIB3051-015-Q1-E1-G2 


Method 


BLASTN 


NCBI GI 


g295447 


BLAST score 


172 


E value 


1.0e-91 


Match length 


568 


% identity 


89 


NCBI Description 


Vigna radiata NADPH cytochrome P450 mRNA, complete cds 


Seq. No. 


11730 


Contig ID 


22288 1.R1040 


5' -most EST 


LIB3107-017-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3668091 


BLAST score 


332 


E value 


4.0e-30 


Match length 


345 


% identity 


6 


NCBI Description 


(AC004667) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


11731 


Contig ID 


22290 1.R1040 


5' -most EST 


leu701155978.hl 


Method 


BLASTX 


NCBI GI 


g3413717 


BLAST score 


677 


E value 


4 . Oe-71 


Match length 


171 


% identity 


76 


NCBI Description 


(AC004747) unknown protein [Arabidopsis thaliana] 




>gi 3643590 (AC005395) unknown protein [Arabidopsis 




thaliana] 


Seq. No. 


11732 


Contig ID 


22292 1.R1040 


5 1 -most EST 


jC-gmfl02220102e05al 


Method 


BLASTX 


NCBI GI 


g3201624 


BLAST score 


261 


E value 


2.0e-22 


Match length 


100 



2034 



€1 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 

(AC004669) hypothetical protein [Arabidopsis thaliana] 
11733 

22293JLR1040 

g4313608 

BLASTX 

g4204293 

609 

4.0e-63 

140 
80 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



11734 

22293_2.R1040 

hrw701063093.hl 

BLASTX 

g4204293 

1170 

1.0e-170 

405 
72 

(AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



11735 

22297_1.R1040 

pxt700941687.hl 

BLASTX 

g2760332 

655 

1.0e-68 

239 
15 

(AC002130) F1N21.17 [Arabidopsis thaliana] 
11736 

22298_1.R1040 

uxk700671023.hl 

BLASTX 

g4455359 

423 

2.0e-41 

148 
59 

(AL035524) putative protein [Arabidopsis thaliana] 
11737 

22298_2.R1040 

crh700852843.hl 

BLASTX 

g4455359 

602 

2.0e-62 
143 



2035 



% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 

(AL035524) putative protein [Arabidopsis thaliana] 
11738 

22299_1.R1040 

LIB3087-008-Q1-K1-F11 

BLASTX 

g3386615 

957 

1.0e-104 

214 
84 

(AC004 665) 
thaliana] 



putative phosphomannomutase [Arabidopsis 



Seq. No. 

Contig ID 

5 , -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11739 

22299_2.R1040 

LIB3109-053-Q1-K1-A11 

BLASTX 

g3386615 

307 

1.0e-28 

84 
76 

(AC004665) 
thaliana] 



putative phosphomannomutase [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



11740 

22302JL.R1040 

LIB3051-085-Q1-K1-B7 

BLASTX 

gll4950 

224 

3.0e-18 

68 

66 

GLU S.GRISEUS PROTEASE INHIBITOR (BGIA) 

>gi_81581_pir A41174 endopeptidase inhibitor - balsam pear 

>gi_234607_bbs_53154 BGIA^acidic amino acid-specific 
endopeptidase inhibitor [Momordica charantia L. -bitter 
gourd, Peptide, 68 aa] 

11741 

22313JL.R1040 
hrw701060805.hl 



Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11742 

22313_2.R1040 

fua701040140.hl 

BLASTX 

g3935150 

750 

1.0e-79 

215 
69 

(AC005106) T25N20. 



14 [Arabidopsis thaliana] 



2036 



Seq. No. 


11743 


Contig ID 


22313 3.R1040 


5 '-most EST 


uaw700667096.hl 


Method 


BLASTX 


NCBI GI 


gjyoolou 


BLAST score 


212 


E value 


1.0e-16 


Match length 


62 


% identity 


28 


NCBI Description 


(AC005106) T25N20.14 [Arabidops: 


Seq. No. 


11744 


Contig ID 


22316 1.R1040 


5' -most EST 


LIB3051-019-Q1-E1-G12 


Method 


BLASTX 


NCBI GI 


g2262177 


BLAST score 


JIT O 

472 


E value 


3.0e-47 


Match length 


130 


% identity 


68 


NCBI Description 


(AC002329) hypothetical protein 




[Arabidopsis thaliana] 


Seq. No. 


11745 


Contig ID 


22316 2.R1040 


5' -most EST 


leu701147372.hl 


Method 


BLASTX 


NCBI GI 


g2262177 


BLAST score 


655 


E value 


9.0e-69 


Match length 


176 


% identity 


68 


NCBI Description 


(AC002329) hypothetical protein 




[Arabidopsis thaliana] 


Seq. No. 


11746 


Contig ID 


22318 1.R1040 


5' -most EST 


jC-gmf!02220102f08al 


Method 


BLASTX 


NCBI GI 


g2529668 


BLAST score 


1355 


E value 


1.0e-150 


Match length 


388 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



68 

(AC002535) putative photolyase/blue-light receptor 
[Arabidopsis thaliana] >gi_3319288 (AF053366) 
photolyase/blue light photoreceptor PHR2 [Arabidops 
thaliana] 

11747 

22321JL.R1040 

LIB3051-053-Q1-K2-D3 

BLASTX 

g2780192 

151 

1.0e-09 

74 



2037 



% identity 47 

NCBI Description (AJ222713) unnamed protein product [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11748 

22322JL.R1040 

uC-gmropic063e04bl 

BLASTN 

g4376087 

51 

2.0e-19 

75 

92 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

11749 

22322__2.R1040 

sat701012193.hl 

BLASTX 

g2493318 

266 

1.0e-22 

205 
44 

BLUE COPPER PROTEIN PRECURSOR >gi_5 6277 9_emb_CAA8 096 3_ 
(Z25471) blue copper protein [Pisum sativum] 
>gi_1098264jprf 2115352A blue Cu protein [Pisum sativum] 

11750 

22322_3.R1040 

uC-gmrominsoyl53a03bl 

BLASTX 

g2493318 

296 

3.0e-26 

104 

53 

BLUE COPPER PROTEIN PRECURSOR >gi_562779_emb_CAA80963_ 
(Z25471) blue copper protein [Pisum sativum] 
>gi_1098264_prf 2115352A blue Cu protein [Pisum sativum] 

11751 

22322__5.R1040 
dpv701102983.hl 

11752 

22327_1.R1040 

LIB3107-062-Q1-K1-G2 

BLASTX 

g3080400 

889 

9.0e-96 

208 

81 

(AL022603) putative protein [Arabidopsis thaliana] 
>gi_4455264_emb_CAB36800.1_ (AL035527) putative protein 
[Arabidopsis thaliana] 



2038 



€1 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11753 

22328_1.R1040 

dpv701099215.hl 

BLASTX 

g3046815 

1698 

0.0e+00 

436 

74 

(AL021687) cytochrome 



P450 [Arabidopsis thaliana] 



11754 

22328_2.R1040 

txt700735469.hl 

BLASTX 

g3046815 

197 

4.0e-15 

73 

52 

(AL021687) cytochrome P450 



11755 

22328_3.R1040 

LIB3139-044-P1-N1-B2 

BLASTX 

g3046815 

316 

3.0e-29 

99 

65 

{ AL021687 ) cytochrome 



[Arabidopsis thaliana] 



P450 [Arabidopsis thaliana] 



11756 

22328_4.R1040 

zsg701126320.hl 

BLASTX 

g3080353 

208 

2.0e-16 

61 

74 

(AL022580) cytochrome P450 



11757 

22328_5.R1040 

smc700746253.hl 

BLASTX 

g3046815 

491 

2.0e-49 

129 

73 

(AL021687) cytochrome 



[Arabidopsis thaliana] 



P450 [Arabidopsis thaliana] 



Seq. No. 



11758 



2039 



Contig ID 


22328 6.R1040 
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^unuiy iw 


99?^9 1 ri 04 n 






Method 


BLASTX 


NCBI GI 


g4006873 
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11 / bl 


^•UIlC-Ly 1LJ 


iZjjj i.i\iuftu 




iiiDOU Jl u^i yi i\i iij 


1 It; HKJU. 


"RT £QTY 
OlirtO 1 A 


IN^Dl Ul 


rrl f)71 R74 
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409 

*i UZ 


E value 


4.0e-39 


Match length 


169 


? identity 




NCBI Description 


cnicinase \hu o.z.i.i^; / lysozyme (hu o.z.i.i/; rZt 




precursor / pathogenesis-related - common tobacco 




>gi_4o /oyy_emD__CAAoolzo (X/oizb) cnitinase/ lysozyme 




[Nicotiana tabacum] 


beq. No. 


llYoz 


V^UIlLiy 1JJ 


99^^7 1 l?1 fid n 




o-rV»7finR RH9 ^4 HI 
t-xri / uuo ouzo^; .ni 


Method 


BLASTX 


NCBI GI 


g3395441 


ijjjiT.oi score 


*i Uj 


ii vdiue 


O . Ue - Oi3 


Match length 


loo 


% identity 




lN^DJ. UcbLiipilUll 


^/icuuf± oqj j uriKnown prouein [_i-\.raoictopsis tnaiiandj 


oeq. NO. 


I 1 7 C3 

II / 0J 


pArif -J rr TP) 

wunciy ii^ 


99^Pf3 1 151 C\AC\ 


vJ iLLvJo L. J—iO J. 


T TR^fl^l — DR1 —HI —TCI — "p? 
iiidjuji u oi yi JAi r j 


i lC LHUU 


O J_LTiO 1 A. 


NCBI GI 


g3249109 


BLAST score 


635 


E value 


6.0e-66 


Match length 


193 


% identity 


63 


NCBI Description 


(AC003114) Contains similarity to pre-mRNA splicing : 




(SF2), P33 subunit gb__M72709 from Homo sapiens. ESTs 



gb_T42588 and gb_R65514 come from this gene. [Arabidopsis 
thaliana] 



2040 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11764 

22383_2.R1040 
jC-gmle01810032dl2dl 

11765 

22383_3.R1040 

uC-gmrominsoyll5h06bl 

BLASTX 

g2129717 

288 

7.0e-26 

70 

76 

ribonucleoprotein - Arabidopsis thaliana >gi_16684 4 
(M98340) ribonucleoprotein [Arabidopsis thaliana] 

>gi_1582992j?rf 2119375A Ser/Arg-rich protein [Arabidopsis 

thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



11766 

22383_4.R1040 
awf 700842864. hi 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11767 

22404JL.R1040 

zpv700762592.hl 

BLASTX 

g3738325 

679 

5.0e-77 

284 

57 

(AC005170) putative CaMB-channel protein [Arabidopsis 
thaliana] 

11768 

22405_1.R1040 

uC - gmr omin s o y 1 1 7 a 0 9b 1 

BLASTX 

g4510376 

420 

3.0e-41 

118 
69 

(AC007017) unknown protein [Arabidopsis thaliana] 



.R1040 

-047-Q1-K1-A6 



11769 
22407JL 
LIB3051- 
BLASTX 
g4206I22 
426 

9.0e-42 

170 
52 

(AF097667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 



2041 



Seq. No. 

Contig ID 
5' -most EST 



11770 

22407_2.R1040 
rlr700902318>hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11771 

22408JL.R1040 

LIB3051-037-Q1-K1-D11 

BLASTX 

g2384673 

619 

2.0e-64 

195 

59 

(AF012658) putative potassium transporter AtKT3p 
[Arabidopsis thaliana] 

11772 

22409JL.R1040 

awf700839749.hl 

BLASTX 

g3080393 

1190 

1.0e-131 

336 
68 

(AL022603) NADH dehydrogenase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11773 

22417JL.R1040 

LIB3051-063-Q1-K1-C7 

BLASTX 

g4415941 

507 

3.0e-51 

168 

44 

(AC006418) putative arginine-serine rich splicing factor 
[Arabidopsis thaliana] 

11774 

22461JL.R1040 

kll701209310.hl 

BLASTX 

g3122572 

2275 

0.0e+00 

543 

79 

NADH-UBIQUINONE OX I DORE DUC T AS E 75 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) {76 KD MITOCHONDRIAL COMPLEX I 

SUBUNIT) >gi_1084434_pir S52737 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5.3) 76K chain precursor - potato 
>gi_758340_emb_CAA59818_ (X85808) 76 kDa mitochondrial 
complex I subunit [Solanum tuberosum] 



Seq. No. 



11775 



2042 



Contig ID 


22484 1.R1040 


5 1 -most EST 


dpv701101986.hl 


Method 


BLASTX 


NCBI GI 


goo4Uzui 


BLAST score 


397 


E value 


7.0e-68 


Match length 


183 


% identity 


74 


NCBI Description 


(AC004260) Putative nucL 


Seq. No. 


11776 


Contig ID 


22485 1.R1040 


5 r -most EST 


zhf700952062.hl 


Method 


BLASTX 


NCBI (jI 


«i a c "3 n tzn 

glooo / 0 / 


BLAST score 


386 


E value 


6.0e-37 


Match length 


169 


% identity 


46 


NCBI Description 


(D90916) oligopeptidase , 


Seq. No. 


11777 


Contig ID 


22487 1.R1040 


5 T -most EST 


LIB3109-044-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g280401 


BLAST score 


608 


E value 


5.0e-63 


Match length 


175 


% identity 


66 


NCBI Description 


H+-transporting ATPase ( 



A [Synechocystis sp.] 



3.6.1.35) - curled-leaved 
tobacco >gi_170206 (M27888) H+-translocating ATPase 
[Nicotiana plumbagini folia] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



11778 

22488J..R1040 

LIB3107-037-Q1-K1-H2 

BLASTN 

g2264318 

43 

9.0e-15 

90 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUP24, complete sequence [Arabidopsis thaliana] 

11779 

22488_3.R1040 
fde700873091.hl 



PI clone: 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



11780 

22489_1.R1040 

LIB3051-094-Q1-K1-C8 

BLASTX 

g3080443 

372 

9.0e-36 



2043 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€> 

127 
58 

(AL022605) putative protein [Arabidopsis thaliana] 
11781 

22490JL.R1040 

gsv701051573.hl 

BLASTN 

g732912 

215 

1.0e-117 

582 

84 

P. vulgaris mRNA for pectinesterase 
11782 

22490_2.R1040 

gsv701046458.hl 

BLASTN 

g732912 

176 

3.0e-94 

368 

87 

P. vulgaris mRNA for pectinesterase 
11783 

22502JL.R1040 

uC-gmr ominsoy 1 8 2 f 0 2b 1 

BLASTX 

g3036805 

958 

1.0e-104 

263 

68 

(AL022373) thaumatin-like protein [Arabidopsis thaliana] 
11784 

22502_3.R1040 
dpv701098060.hl 

11785 

22505JL.R1040 

LIB3106-102-Q1-K1-E6 

BLASTX 

g2833311 

253 

2.0e-21 

68 

65 

HYPOTHETICAL 18.9 KD PROTEIN R07E5.13 IN CHROMOSOME III 

>gi_630728_pir S43605 R07E5.13 protein (clone R07E5) - 

Caenorhabditis elegans >gi_3878946_emb_CAA83 622_ (Z32683) 
R07E5.13 [Caenorhabditis elegans] 



Seq. No. 
Contig ID 



11786 

22506 1.R1040 



2044 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uaw700664374.hl 

BLASTX 

g3021409 

173 

2.0e-12 

91 
15 

(Y12781) transducin (beta) like 1 protein [Homo sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11787 

22507J..R1040 

LIB3051-111-Q1-K1-E7 

BLASTX 

g2576361 

499 

2.0e-50 

106 

82 

(U39782) lysine and histidine specific transporter 
[Arabidopsis thaliana] 



11788 

22509JL.R1040 

LIB3051-061-Q1-K1-E5 

BLASTX 

g3894176 

165 

2.0e-ll 

94 

40 

(AC005312) putative NAM 
[Arabidopsis thaliana] 



(no apical meristem) protein 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11789 

22510_1.R1040 

txt700735828.hl 

BLASTX 

g3193284 

1200 

1.0e-139 

340 

72 

(AF069298) No definition line 
11790 

22511JL.R1040 

LIB3051-093-Q1-K1-C5 

BLASTX 

g3080434 

333 

3.0e-31 

107 
64 

(AL022605) 
thaliana] 



found [Arabidopsis thaliana] 



putative gamma-glutamyltransf erase [Arabidopsis 



Seq. No. 



11791 



2045 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22512JL.R1040 

LIB3051-009-Q1-E1-A11 

BLASTX 

g464520 

168 

2-0e-ll 

84 
38 

TRANSCRIPTION INITIATION FACTOR IIF, BETA SUBUNIT 
(TFIIF-BETA) {TRANSCRIPTION INITIATION FACTOR RAP30) 

>gi_422624_pir S30220 transcription factor RAP30 - African 

clawed frog (fragment) >gi_65135_emb_CAA78835_ (Z15132) 
transcription factor RAP30 [Xenopus laevis] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11792 

22513JL.R1040 

LIB3065-020-Q1-N1-A12 

BLASTX 

g!871185 

1051 

l.Qe-115 

236 

79 

(U90439) seven in absentia isolog [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11793 

22514JL.R1040 

LIB3139-005-P1-N1-E5 

BLASTX 

g2827536 

268 

3.0e-23 

86 

55 

(AL021633) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



11794 

22514_2.R1040 
LIB3073-020-Q1-K1-G5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11795 

22514_3.R1040 

jC-gmst02400073g06al 

BLASTX 

g2827536 

267 

2.0e-23 

66 

67 

(AL021633) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 



11796 

22515JL.R1040 

LIB3087-010-Q1-K1-E5 

BLASTX 

g2352828 

367 



2046 



E value 
Hatch length 
% identity 
NCBI Description 



CI 



1.0e-34 

139 

57 

(AF009228) NaCl-inducible Ca2+-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11797 

22515_2.R1040 

uC-gmr omins oy2 4 4 gl lbl 

BLASTX 

g2352828 

345 

3.0e-32 

139 

55 

(AF009228) 
thaliana] 



NaCl-inducible Ca2+-binding protein [Arabidopsis 



11798 

22519JL.R1040 

kmv700740228.hl 

BLASTX 

g2129929 

2125 

0.0e+00 

418 

97 

DNA-directed RNA polymerase 
tomato >gi_1049068 (U28403) 
[Solanum lycopersicum] 



(EC 2.7.7.6) II chain RPB2 - 
RNA polymerase II subunit 2 



11799 

22521JL.R1040 

fua701040386.hl 

BLASTN 

g4159708 

47 

4.0e-17 

95 

87 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MKP6, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Contig ID 



11800 

22522_1.R1040 

LIB3139-045-P1-N1-A5 

BLASTX 

gl00099 

157 

2.0e-10 

52 
60 

DNA-binding protein VBP1 - fava bean >gi_1372966 (M81827) 
CREB-like protein [Vicia faba] 

11801 

22522 2.R1040 



2047 



5 '-most EST 


LIB3109-013-Q1-K1-B5 


Method 


BLASTN 


NCBI GI 


gl372965 


BLAST score 


59 


E value 


2.0e-24 


Match length 


149 


% identity 


90 


NCBI Description 


Vicia faba CREB-like protein 


Seq. No. 


11802 


Contig ID v 


22522 3.R1040 


5 T -most EST 


rlr700899007.hl 


Seq. No. 


11803 


Contig ID 


22523 1.R1040 


5 '-most EST 


LIB3051-107-Q1-K1-C5 


Seq. No. 


11804 


Contig ID 


22523 2.R1040 


5 '-most EST 


kll701212729.hl 


Method 


BLASTX 


NCBI GI 


g2789660 


BLAST score 


351 


E value 


6. 0e-33 


Match length 


155 


% identity 


50 


NCBI Description 


(AF040102) pl05 [Arabidopsis 


Seq. No. 


11805 


Contig ID 


22523 3.R1040 


5 '-most EST 


LIB3087-009-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2789660 


BLAST score 


395 


E value 


6.0e-57 


Match length 


254 


% identity 


52 


NCBI Description 


(AF040102) pl05 [Arabidopsis 


Seq. No. 


11806 


Contig ID 


22523 4.R1040 


5' -most EST 


LIB3109-047-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g2789660 


BLAST score 


466 


E value 


1.0e-46 


Match length 


174 


% identity 


56 


NCBI Description 


(AF040102) p!05 [Arabidopsis 


Sea No 


11807 


Contig ID 


22524 1.R1040 


5' -most EST 


uxk700672077.hl 


Method 


BLASTX 


NCBI GI 


g4455359 


BLAST score 


1014 


E value 


1.0e-110 



complete cds 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



II 

332 
64 

(AL035524) putative protein [Arabidopsis thaliana] 
11808 

22525_1.R1040 

zsg701122823.hl 

BLASTX 

g!245182 

964 

1.0e-105 

227 

78 

(U49398) sterol delta-7 reductase [Arabidopsis thaliana] 
11809 

22525_2.R1040 

LIB3051-069-Q1-K1-C8 

BLASTX 

gl245182 

258 

4.0e-31 

103 

69 

(U49398) sterol delta-7 reductase [Arabidopsis thaliana] 
11810 

22526JL.R1040 

LIB3109-018-Q1-K1-B3 

BLASTX 

g4204294 

460 

7.0e-4 6 

141 

71 

(AC003027) lcljprt_seq No definition line found 
[Arabidopsis thaliana] 

11811 

22575_1.R1040 

LIB3051-070-Q1-K1-A2 

BLASTX 

g514324 

915 

7.0e-99 

265 

68 

(L34773) RNA polymerase subunit [Arabidopsis thaliana] 
>gi_24 62755 (AC002292) RNA polymerase subunit (isoform B) 

[Arabidopsis thaliana] >gi__158 6550_prf 220424 6B RNA 

polymerase [Arabidopsis thaliana] 

11812 

22575_2.R1040 
eep700865145.hl 
BLASTX 
g514324 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



182 

1,06-13 

60 
53 

(L34773) RNA polymerase subunit [Arabidopsis thaliana] 
>gi__2462755 (AC002292) RNA polymerase subunit (isoform B) 

[Arabidopsis thaliana] >gi_1586550_prf 2204246B RNA 

polymerase [Arabidopsis thaliana] 

11813 

22578_1.R1040 

uC-gmrominsoy!7 3b0 6b 1 

BLASTX 

g2213587 

234 

2.0e-19 

109 
49 

(AC000348) T7N9.7 [Arabidopsis thaliana] 
11814 

22578_2.R1040 

LIB3094-090-Q1-K1-F2 

BLASTX 

g2213587 

291 

3„0e-29 

111 

59 

(AC000348) T7N9.7 [Arabidopsis thaliana] 
11815 

22579JL.R1040 

leu701146288.hl 

BLASTX 

gll68609 

519 

2.0e-55 

140 

79 

AUXIN-RESISTANCE PROTEIN AXR1 >gi_479664_pir S35071 

auxin-resistance protein AXR1 - Arabidopsis thaliana 
>gi_304104 (L13922) ubiquitin-activating enzyme El 

[Arabidopsis thaliana] >gi_238857 9 (AC000098) Match to 
Arabidopsis AXR1 ( gb_ATHAXRl 122) . [Arabidopsis thaliana] 
>gi_448755_prf 1917337A ubiquitin-activating enzyme El 

[Arabidopsis thaliana] 

11816 

22582 JL. R1040 

fde700876020.hl 

BLASTX 

g2498882 

414 

5.0e-40 

292 

38 



2050 



o 



NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



SPLICEOSOME ASSOCIATED PROTEIN 114 (SAP 114) (SF3A120) 

>gi_2146975_pir S60735 splicing factor SF3a 120K chain - 

human >gi_899298_emb_CAA59494_ (X85237) human splicing 
factor [Homo sapiens] >gi_3212998 (AC004997) spliceosome 
associated protein 114 (SF3a) [Homo sapiens] 

11817 

22582_2.R1040 

uC-gmropic049a06bl 

BLASTX 

g4538923 

366 

8.0e-35 

97 

72 

(AL049483) predicted protein destination factor 
[Arabidopsis thaliana] 

11818 

22582_3.R1040 

LIB3051-072-Q1-K1-E1 

BLASTX 

g4538923 

341 

5.0e-32 

91 

71 

(AL049483) predicted protein destination factor 
[Arabidopsis thaliana] 

11819 

22584JL.R1040 

uC-gmrominsoy047f01bl 

BLASTX 

g3047080 

258 

4.0e-22 

115 

77 

(AF058914) contains similarity to Arabidopsis thaliana 
DNA-damage-repair/tolerance resistance protein DRT111 
(SW:P42698) [Arabidopsis thaliana] 

11820 

22584_2.R1040 

sat701003057.hl 

BLASTX 

g3047080 

586 

2.0e-60 

177 

65 

(AF058914) contains similarity to Arabidopsis thaliana 
DNA-damage-repair/tolerance resistance protein DRT111 
(SW:P42698) [Arabidopsis thaliana] 



Seq. No. 



11821 



2051 



Contig ID 


22586 1.R1040 » - 


5 ' -most EST 


LIB3051-060-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4309738 


BLAST score 


299 


E value 


6. Qe-27 


Mstr^h 1 pncrth 


93 


8? i H^nt 1 1 v 


57 


NCBI Description 


(AC006439) putative tubby prot 


Sea No 


11822 


Contig ID 


22586 2.R1040 


5 '-most EST 


jsh70l067196.hl 


Method 


BLASTX 


NCBI GI 


g3738302 


BLAST score 


183 


E value 


2.0e-13 


Match length 


60 


% identity 


50 


NCBI Description 


(AC005309) tubby-like protein 



>gi_4249398 
thaliana] 



(AC006072) putative tubby protein [Arabidopsis 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



11823 

22589_1.R1040 

uC-gmf lminsoy05 4bl2bl 

BLASTX 

g3152587 

937 

1.0e-101 

231 

73 

(AC002986) Similar to CREB-binding protein homolog 
gb_U88570 from D. melanogaster and contains similarity to 
callus-associated protein gb_U01961 from Nicotiana tabacum. 
EST gb__W43427 comes from this gene. [Arabidopsis thaliana] 

11824 

22590_1.R1040 
f jg700968389.hl 
BLASTX 
g2947060 
1136 

1.0e-125 

245 

85 

(AC002521) putative membrane protein [Arabidopsis thaliana] 
11825 

22590_2.R1040 

fde700873556,hl 

BLASTX 

g2947060 

205 

2.0e-16 

51 
76 



2052 



NCBI Description 


(AC002521) putative membrane protein 


Seq. No. 


11826 


Contig ID 


22597 1.R1040 


5' -most EST 


LIB3051-074-Q1-K1-C11 


Seq. No. 


11827 


Contig ID 


22597 2.R1040 


5 '-most EST 


gsv701054819.hl 


Seq. No. 


11828 


Contig ID 


22601 1.R1040 


5 '-most EST 


leu701148093.hl 


Method 


BLASTX 


ntnn t ^-i -r- 

NCBI GI 


g2213614 


BLAST score 


861 


E value 


2.0e-92 


Match length 


418 


% identity 


59 


NCBI Description 


(AC000103) F21J9.8 [Arabidopsis thai; 


Seq. No. 


11829 


Contig ID 


22601_2.R1040 


5 '-most EST 


uC-gmrominsoy089f02bl 


Method 


BLASTX 


NCBI GI 


g2213614 


BLAST score 


380 


E value 


2.0e-36 


Match length 


145 


% identity 


61 


NCBI Description 


(AC000103) F21J9.8 [Arabidopsis thai; 


Seq. No. 


11830 


Contig ID 


22612 1.R1040 


5' -most EST 


jC-gmro02910057d08al 


Method 


BLASTX 


NCBI GI 


g3123161 


BLAST score 


219 


E value 


1.0e-17 


Match length 


94 


% identity 


16 


NCBI Description 


HYPOTHETICAL 77.0 KD TRP-ASP REPEATS 



F35G12.4 IN CHROMOSOME III >gi_3876723_emb_CAA86335_ 
(246242) similar to beta-transducin; cDNA EST EMBL:Z14703 
comes from this gene; cDNA EST EMBL:D67532 comes from this 
gene; cDNA EST EMBL:D69055 comes from this gene; cDNA EST 
EMBL:D64515 comes from this gene; cDNA EST EMBL : D655 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



11831 

22613 JL. R1040 

uxk700671879.hl 

BLASTX 

g481812 

365 

8.0e-35 

92 

39 



2053 



NCBI Description 



Seq. No. 
Contig ID 
5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



DNA-binding protein GT-2 
>gi_4 164 90_emb__CAA51289_ 
thaliana] 



- Arabidopsis thaliana 

(X72780) GT-2 factor [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



11832 

22614JL.R1040 

bth700848344.hl 

BLASTX 

g3269288 

845 

1.0e-90 

201 

82 

(AL030978) putative protein [Arabidopsis thaliana] 
11833 

22626_1.R1040 

crh700850830.hl 

BLASTX 

g4138583 

702 

5.0e-74 

226 

68 

(Y10821) plastidic ATP/ADP-transporter [Solanum tuberosum] 
11834 

22631J..R1040 

gsv701047795.hl 

BLASTX 

gl362086 

883 

3.0e-95 

188 

89 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi__2129919__pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 

11835 

22633JL.R1040 

LIB3170-042-Q1-J1-F10 

BLASTX 

g3738312 

844 

1.0e-90 

234 

72 

(AC005309) hypothetical protein [Arabidopsis thaliana] 
11836 

22636JL.R1040 
zhf700964194.hl 



2054 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3269288 

820 

1.0e-87 

203 
79 

(AL030978) 



putative protein [Arabidopsis thaliana] 



11837 

22636_2.R1040 

LIB3074-011-Q1-E1-C8 

BLASTX 

g3269288 

462 

3.0e-46 

114 

80 

(AL030978) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11838 

22638JL.R1040 

fua701043379.hl 

BLASTX 

g4262186 

1028 

1.0e-131 

269 

86 

(AC005508) Highly similar to cullin 3 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11839 

22643JL.R1040 

LIB3051-084-Q1-K1-F11 

BLASTX 

g3702121 

753 

1.0e-104 

317 

72 

(AJ011681) 
rubrum] 



retinoblastoma-related protein [Chenopodium 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



11840 

22644JL.R1040 

LIB3051-013-Q1-E1-C7 

BLASTX 

g3549667 

1116 

1.0e-122 

278 

77 

(AL031394) Arabidopsis dynamin-like protein ADL2 
[Arabidopsis thaliana] 

11841 

22646 1.R1040 



2055 



5 '-most EST 


LIB3087-011-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2827526 


BLAST score 


449 


E value 


2.0e-44 


Match length 


166 


% identity 


56 


NCBI Description 


(AL021633) AIG2-like 


Seq. No. 


11842 


Contig ID 


22646 2.R1040 


5 '-most EST 


jsh701068472,hl 


Method 


BLASTX 


NCBI GI 


g2827537 


BLAST score 


428 


E value 


5.0e-42 


Match length 


108 


% identity 


72 


NCBI Description 


(AL021633) putative : 




thaliana] 


Seq. No. 


11843 


Contig ID 


22646 3.R1040 


5' -most EST 


LIB3051-039-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2827526 


BLAST score 


197 


E value 


9.0e-19 


Match length 


81 


% identity 


61 


NCBI Description 


(AL021633) AIG2-like 



putative zinc finger protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11844 

22646^5. R1040 

uC-gmflminsoy022gl0bl 

BLASTX 

g4337197 

112 

2.0e-12 

78 

64 

(AC006403) putative AIG2 protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11845 

22648JL.R1040 

LIB3051-019-Q1-E1-C11 

BLASTX 

g3006142 

207 

2.0e-16 

100 

43 

(AL022299) hypothetical protein [Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5' -most EST 



11846 

22649JL.R1040 
uC-gmropic02 6h08bl 



2056 



CI 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2921318 

658 

O.Oe+GO 

707 

98 

Glycine max beta-1, 3-glucanase 4 
sequence 



(SGlu4) gene, partial 



Seq. No. 

Contig ID 



11847 

22655JL.R1040 

LIB3051-046-Q1-K1-E9 

BLASTX 

g2443755 

397 

7.0e-59 

152 

75 

(AF020433) cyclophilin [Arabidopsis thaliana] 
11848 

22656JL.R1040 

uC-gmflminsoy080c08bl 

BLASTX 

gl449179 

416 

8.0e-41 

122 

67 

(D86506) N-ethylmaleimide sensitive fusion protein 
[Nicotiana tabacum] 

11849 

22656_2.R1040 

ujr700646566.hl 

BLASTX 

gl449179 

401 

5.0e-39 

131 

63 

(D86506) N-ethylmaleimide sensitive fusion protein 
[Nicotiana tabacum] 

11850 

22658JL.R1040 

LIB3051-012-Q1-E1-D12 

BLASTX 

g2262100 

400 

5.0e-39 

110 
75 

(AC002343) unknown protein [Arabidopsis thaliana] 
11851 

22659 1.R1040 



2057 



CI 



rr r _ _ j_ ■corn 

o -most hbl 


LXboU3l"*lU / — yi— i\i— r / 


Seq. No. 


11852 


Contig ID 


zzooU 1.R1U4U 


5 '-most EST 


seb700652168 .hi 


Method 


BLASTX 


NCBI GI 


g3549672 


BLAST score 




E value 


1 . ue-124 


Match length 


277 


% identity 


85 


NCBI Description 


tALUoiJ>y4) putative protein [AraDxaopsis tnai 


Seq. No. 


11853 


Contig ID 


zzo o0__z . R1U4U 


b -most ESI 


3C-gmtlUz:zzUUybiUDai 


Method 


BLASTX 


NCBI GI 


g4263821 


BLAST score 




E value 


4 . Oe-28 


Match length 


106 


% identity 


65 


NCBI Description 


(ACUUbUo/) hypothetical protein (.Araoiaopsis 


Seq. No. 


11854 


Contig ID 


22690_1 .R1040 


5 1 -most EST 


LIBouol-OOa-Ql-El-Hi 


Method 


BLASTX 


NCBI GI 


g3212848 


BLAST score 


432 


E value 


8 . Oe-43 


Match length 


125 


% identity 


69 


NCBI Description 


(AC004005) putative inositol polyphosphate-5- 




[Arabidopsis thaliana] 


Seq. No. 


11855 


Contig ID 


zzo91_l . R1040 


0 -ItlOSt. EjoI 


leu /UllDzbaz . nl 


Method 


BLASTX 


NCBI GI 


g3047104 


BLAST score 


761 


E value 


6.0e-81 


Match length 


206 


% identity 


70 


NCBI Description 


(AF058919) No definition line found [Arabidop 


Seq. No. 


11856 


Contig ID 


22691 2.R1040 


5 '-most EST 


uC-gmrommsoy040g04bl 


Seq. No. 


11857 


Contig ID 


22692 1.R1040 


5 '-most EST 


LIB3051-019-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g2262136 


BLAST score 


617 



2058 



E value 
Match length 
% identity 
NCBI Description 



2.0e-64 

139 

87 

(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] >gi_4263520_gb_AAD15346_ (AC004044) 
predicted protein of unknown function [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11858 

22694JL.R1040 

LIB3107-040-Q1-K1-E1 

BLASTX 

g4406780 

1836 

0.0e+00 

428 

82 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11859 

22695JL.R1040 

jC-gmfl02220050bl0dl 

BLASTX 

g2316016 

607 

4.0e-63 

196 

43 

(U92650) MRP-like ABC transporter [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11860 

22696_1.R1040 

hyd700725518.hl 

BLASTX 

gl076715 

419 

6.0e-41 

128 
59 

abscisic acid-induced protein HVA22 
(L19119) A22 [Hordeum vulgare] 



barley >gi_404589 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11861 

22697JL.R1040 

LIB3051-039-Q1-K1-H11 

BLASTX 

gl220453 

1056 

1.0e-115 

247 
76 

(M79328) alpha-amylase [Solanum tuberosum] 



Seq. No. 
Contig ID 
5 ' most EST 



11862 

22701JL.R1040 
dpv701098608.hl 



2059 



ft 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g2213629 
4 95 

2.0e-89 

221 

74 

(AC000103) 



F21J9.21 [Arabidopsis thaliana] 



11863 

22702_2.R1040 

rca701002056.hl 

BLASTX 

g544250 

738 

4.0e-78 

168 

80 

ER LUMEN PROTEIN RETAINING RECEPTOR (HDEL RECEPTOR) 

>gi_541860_pir A49677 endoplasmic reticulum retention 

receptor Erd2 - Arabidopsis thaliana 

11864 

22704_1.R1040 

uC-gmrominsoy058e02bl 

BLASTX 

g3901012 

668 

5.0e-70 

146 

83 

(AJ130885) 
sylvatica] 



xyloglucan endotransglycosylase 1 [Fagus 



11865 

22704_2.R1040 

gsv701047788.hl 

BLASTX 

g3901012 

312 

1.0e-28 

77 

81 

(AJ130885) xyloglucan endotransglycosylase 1 [Fagus 
sylvatica] 

11866 

22704_3.R1040 

ssr700557082.hl 

BLASTX 

g3901012 

873 

5.0e-94 

207 

74 

(AJ130885) xyloglucan endotransglycosylase 1 [Fagus 
sylvatica] 



2060 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CD 



11867 

22706J..R1040 

bth700844079.hl 

BLASTX 

gl361983 

1203 

1.0e-132 

328 
71 

ARP protein - Arabidopsis thaliana >gi_886434_emb_CAA8985£ 
(Z4 977 6) ARP protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11868 

22707J..R1040 

LIB3170-050-Q1-K1-F3 

BLASTX 

g4115922 

336 

4.0e-36 

144 

60 

(AF118222) contains similarity to ubiquitin 
carboxyl -terminal hydrolase family 2 (Pf am: FF0Q443, 
score=48.3, E=3.5e-13, N=2) and (Pfam: PF00442, Score=40. 
E=5.2e-08, N=l) [Arabidopsis thaliana] 



Seq. No. 


11869 


Contig ID 


22708 1.R1040 


5* -most EST 


hyd700728881.hl 


Method 


BLASTX 


NCBI GI 


g2388911 


BLAST score 


444 


E value 


8.0e-44 


Match length 


181 


% identity 


48 


NCBI Description 


(Z98974) hypothetical ; 


Seq. No. 


11870 


Contig ID 


22708 2.R1040 


5" -most EST 


kll701204858.hl 


Method 


BLASTX 


NCBI GI 


g2388911 


BLAST score 


163 


E value 


3.0e-ll 


Match length 


79 


% identity 


41 


NCBI Description 


(Z 98 97 4) hypothetical ; 


Seq. No. 


11871 


Contig ID 


22711 1.R1040 


5 '-most EST 


hyd700725741.hl 


Method 


BLASTX 


NCBI GI 


g4138581 


BLAST score 


474 


E value 


1.0e-47 


Match length 


128 


% identity 


27 



2061 



CI 



NCBI Description (X98474) mitochondrial energy transfer protein [Solanum 
tuberosum] 



Seq* No. 


11872 


Lontig iu 


ZZ f 1Z 1.KJ.U4U 


5 '-most EST 


leu701152787.hl 


Method 


BLASTX 


NCBI GI 


g2253583 


BLAST score 


OCT 

3D f 


E value 


1.0e-33 


Match length 


135 


% identity 


61 


NCBI Description 


(U78721) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


11873 


Contig ID 


22712 2.R1040 


5' -most EST 


LIB3138-029-Q1-N1-E9 


Seq. No. 


11874 


Lonrig iu 


ZZ f L5 l.Kl(J4tU 


5 f -most EST 


LIB3051-077-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2388970 


BLAST score 


385 


E value 


2.0e-37 


Match length 


108 


% identity 


71 


NCBI Description 


(Z98979) tat binding homolog [Schizosaccharomyces pomb 


Seq. No. 


11875 


Contig ID 


Z2(lA 1.R1U4U 


5' -most EST 


sat701004519.hl 


Method 


BLASTX 


NCBI GI 


g4102839 


BLAST score 


446 


E value 


5.0e-44 


Match length 


182 


% identity 


48 


NCBI Description 


(AF016713) LeOPTl [Lycopersicon esculentum] 


Seq. No. 


11876 


Contig ID 


22716 1.R1040 


5' -most EST 


dpv701097324.hl 


Method 


BLASTX 


NCBI GI 


g4262182 


BLAST score 


yio 


E value 


1.0e-98 


Match length 


366 


% identity 


49 


NCBI Description 


(AC005508) 44123 [Arabidopsis thaliana] 


Seq. No. 


11877 


Contig ID 


22716_2.R1040 


5* -most EST 


uC-gmrominsoy201d05bl 


Seq. No. 


11878 


Contig ID 


22719J..R1040 



2062 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



LIB3051-066-Q1-K1-D9 

BLASTX 

g2160163 

257 

5.0e-22 

97 

37 

(AC000132) No definition line found [Arabidopsis thaliana] 
11879 

22726JL.R1040 

jC-gmst02400045a08al 

BLASTX 

g3548815 

253 

2.0e-21 

143 

44 

(AC005313) similar to axoneme- associated protein mstlOl 
[Arabidopsis thaliana] 

11880 

22726_2.R1040 
LIB3051-077-Q1-K1-D1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11881 

22731JL.R1040 

pmv700890575.hl 

BLASTX 

g2801442 

589 

1.0e-72 

161 
75 

(AF028338) ubiquit in-conjugating enzyme 15 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 



11882 

22734_1.R1040 

jC-gmro02910054e09al 

BLASTX 

gl730621 

583 

7.0e-60 

228 

50 

HYPOTHETICAL 48.1 KD PROTEIN IN TUB1-CPR3 INTERGENIC REGION 

>gi_630106jpir S48817 hypothetical protein YML079w - yeast 

(Saccharomyces cerevisiae) >gi__587531_emb__CAA86498_ 
(Z46373) orf, len: 423, CAI: 0.18, 27.4% identity in 307 aa 
overlap with S36201 S36201 hypothetical protein 1 - 
Rhizobium leguminosarum [Saccharomyces cerevisiae] 

11883 

22750J..R1040 

g5606442 

BLASTX 



2063 



NCBI bl 


giofc>4f XU 




BLAST score 


647 




E value 


2.0e-67 




Match length 


237 




% identity 


54 




NCBI Description 


(L07291) Alfin-1 


[Medicago 


Seq. No. 


11884 




Contig ID 


22750 2.R1040 




5* -most EST 


seb700652312.hl_ 




Method 


BLASTX 




Nbrsl bi 


giot?4 iv 




BLAST score 


172 




E value 


4.0e-12 




Match length 


46 




% identity 


65 




NCBI Description 


(L07291) Alfin-1 


[Medicago 


Seq. No. 


11885 




Contig ID 


22750 3.R1040 




5* -most EST 


kll701208244.hl 




Method 


BLASTN 




NCBI GI 


g4091116 




BLAST score 


56 




E value 


1.0e-22 




Match length 


140 




% identity 


85 




NCBI Description 


Oryza sativa nucleic acid ] 




cds 





Seq. No, 


11886 


Contig ID 


22750 4.R1040 


5' -most EST 


fua701043546.hl 


Method 


BLASTX 


NCBI GI 


g!66410 


BLAST score 


389 


E value 


2.0e-37 


Match length 


195 


% identity 


44 


NCBI Description 


(L07291) Alfin- 


Seq. No. 


11887 


Contig ID 


22752 1.R1040 


5 '-most EST 


LIB3051-064-Q1-: 


Method 


BLASTX 


NCBI GI 


g2980806 


BLAST score 


373 


E value 


2.0e-35 


Match length 


102 


% identity 


62 


NCBI Description 


(AL022197) puta 


Seq. No. 


11888 


Contig ID 


22753 1.R1040 


5' -most EST 


LIB3051-066-Q1-: 


Method 


BLASTX 


NCBI GI 


g!174470 



1 [Medicago sativa] 



2064 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



338 

9.0e-32 

117 

54 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG (B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi__508543 (L34260) integral 

membrane protein 1 [Mus musculus] >gi_1588285 _j>rf 2208301A 

integral membrane protein [Mus musculus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11889 

22759J..R104G 

LIB3093-029-Q1-K1-G8 

BLASTX 

g3169180 

1576 

1.0e-176 

346 
85 

(AC004401) putative casein kinase II catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11890 

22764_1.R1040 

bnh700764516.hl 

BLASTN 

gl771194 

38 

7.0e-12 

153 

86 

L.japonicus gene encoding RING finger protein 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11891 

22764_2.R1040 

jC-gmro02910023f08dl 

BLASTN 

g558544 

94 

3.0e-45 

258 

84 

L.japonicus (Gifu B-129) 
terminal) 



mRNA for RING finger protein (C 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11892 

22764_3.R1040 

zhf700956451.hl 

BLASTN 

g558544 

115 

7.0e-58 

235 

87 

L.japonicus (Gifu B- 
terminal) 



129) mRNA for RING finger protein (C 



Seq. No. 



11893 



2065 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22769_1.R1040 

uC-gmropic024dl0bl 

BLASTX 

g3413712 

354 

1.0e-33 

90 
70 

(AC004747) hypothetical protein 



[Arabidopsis thaliana] 



11894 

22771JL.R1040 

jC-gmst02400066d06a2 

BLASTX 

g4432860 

813 

6.0e-87 

296 

19 

(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 

11895 

22773_1.R1040 

LIB3093-018-Q1-K1-C10 

BLASTX 

g3184283 

936 

1.0e-101 

237 
78 

(AC004136) putative TBP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



11896 

22774JL.R1040 
zpv700759175.hl 

11897 

22775JL.R1040 

LIB3051-084-Q1-K1-E11 

BLASTX 

g2911052 

541 

2.0e-55 

169 

66 

(AL021961) putative protein [Arabidopsis thaliana] 
11898 

22776JL.R1040 

jC-gmro02910023dl0dl 

BLASTX 

g2655098 

818 

1.0e-87 
217 



2066 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 

(AF023472) peptide transporter [Hordeum vulgare] 
11899 

22777JL.R1040 

LIB3051-005-Q1-E1-G11 

BLASTX 

g4455225 

622 

1.0e-64 

178 

60 

(AL035440) putative protein [Arabidopsis thaliana] 
11900 

22777_2.R1040 

rca700997594.hl 

BLASTX 

g4455225 

387 

3.0e-37 

141 

46 

(AL035440) putative protein [Arabidopsis thaliana] 
11901 

22778JL.R1040 

LIB3051-088-Q1-K1-E11 

BLASTX 

g3986172 

462 

4.0e-46 

140 

60 

(AB015428) EXGT1 [Pisum sativum] 
11902 

22781JLR1040 

uC-gmronoir031dllbl 

BLASTX 

g549010 

1927 

0.0e+00 

421 

88 

EUKARYOTIC PEPTIDE CHAIN RELEASE FACTOR SUBUNIT 1 (ERF1) 
{OMNIPOTENT SUPPRESSOR PROTEIN 1 HOMOLOG) {SUP1 HOMOLOG) 

>gi_322554_pir S31328 omnipotent suppressor protein SUP1 

homolog (clone G18) - Arabidopsis thaliana 
>gi_16514_emb_CAA4 9172_ (X6937 5) similar to yeast 
omnipotent suppressor protein SUP1 (SUP4 5) [Arabidopsis 
thaliana] >gi_1402882_emb__CAA66813_ (X98130) eukaryotic 
early release factor subunit 1-like protein [Arabidopsis 
thaliana] >gi_14 95249_emb_CAA66118_ (X97486) eRFl-3 
[Arabidopsis thaliana] 



Seq. No. 



11903 



2067 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22781_3.R1040 
pcp700994108.hl 

11904 

22781_4.R1040 
kll701213390.hl 

11905 

22782_1.R1040 

hyd700728673.hl 

BLASTX 

g3885334 

921 

1.0e-100 

209 
81 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 

11906 

22783_1.R1040 

zzp700831966.hl 

BLASTX 

g2576411 

646 

1.0e-67 

159 

79 

(AF012833) similar to dynamin-like protein encoded by 
GenBank Accession Number X99669 [Arabidopsis thaliana] 



11907 

22784JL.R1040 
LIB3093-058-Q1-K1-G11 
BLASTN 
g3941321 
560 

0.0e+00 
860 

_ 91 

NCBI Description Medicago truncatula gamma-glut amyl cysteine synthetase mRNA, 
nuclear gene encoding putative plastid protein, complete 
cds 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11908 

22785_1.R1040 

gsv701049335.hl 

BLASTX 

g3402692 

172 

3.0e-12 

46 

72 

(AC004 697) putative 

CDP-diacylglycerol — glycerol-3-phosphate 
3-phosphatidyltransferase [Arabidopsis thaliana] 



2068 



Seq. No, 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11909 

22787J..R1040 

LIB3139-036-P1-N1-H9 

BLASTX 

gl916290 

290 

1.0e-25 

112 

51 

(U8987 6) ALY [Mus musculus] 
11910 

22803_1.R1040 

uC-gmropic024e01bl 

BLASTX 

gl362009 

659 

7.0e-69 

153 

45 

ubiquitin-like protein 7 



Arabidopsis thaliana 



11911 

22803_3.R1040 

fua701039520.hl 

BLASTN 

g2760346 

105 

6.0e-52 

210 
18 

Arabidopsis thaliana ubiquitin 



(UBQ11) gene, complete cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11912 

22868JL.R1040 

cks700764771.hl 

BLASTN 

g312559 

147 

4.0e-77 

191 

94 

G.max 26S rRNA (partial) 
11913 

22868_2.R1040 

awf700837946.hl 

BLASTN 

g2687435 

205 

1.0e-112 

249 

96 

Hamamelis virginiana large subunit 26S ribosomal RNA 
partial sequence 



gene, 



Seq. No. 



11914 



2069 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22874_1.R1040 

uC-gmflminsoy064hl2bl 

BLASTX 

g2815493 

1716 

0.0e+00 

491 

65 

SERINE CARBOXYPEPT I DASE I PRECURSOR ( CARBOXYPE PT I DAS E C) 
(CP-MI) >gi_1731988_emb_CAA70816_ (Y09603) serine 
carboxypeptidase I, CP-MI [Hordeum vulgare] 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11915 

22946J..R1040 

LIB3051-064-Q1-K1-A3 

BLASTN 

g3452177 

542 

0.0e+00 

562 

99 

Glycine max cv Ransom clone 3 26S-18S ribosomal RNA 
intergenic spacer region 



Seq. No. 


11916 


Contig ID 


22954 1.R1040 


5 1 -most EST 


LIB3051-041-Q1-K1-H6 


Method 


BLASTN 


NCBI GI 


gl69980 


BLAST score 


242 


E value 


1.0e-133 


Match length 


368 


% identity 


93 


NCBI Description 


Soybean heat-shock protein < 


Seq. No. 


11917 


Contig ID 


22990 1.R104G 


5' -most EST 


LIB3065-019-Q1-N1-D2 


Method 


BLASTX 


NCBI GI 


g3413716 


BLAST score 


201 


E value 


5.0e-15 


Match length 


291 


% identity 


20 


NCBI Description 


(AC004747) unknown protein 



thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



11918 

22990_2.R1040 

sat701003222.hl 

BLASTX 

g3413716 

681 

3.0e-82 

306 

18 



2070 



NCBI Description 



(AC00474 7) unknown protein [Arabidopsis thaliana] 
>gi_3643589 (AC005395) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



11919 

22990_4. R1040 

LIB3051-050-Q1-K1-C10 

BLASTX 

g3413716 

181 

1.0e-22 

189 

16 

(AC004747) unknown protein [Arabidopsis thaliana] 
>gi_3643589 (AC005395) unknown protein [Arabidopsis 
thaliana] 

11920 

23001JLR1040 

LIB3170-039-Q1-K2-F10 

BLASTN 

g210811 

536 

0.0e+00 

572 

98 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

11921 

23002JL.R1040 

LIB3051-051-Q1-K1-H5 

BLASTX 

g3875246 

558 

4.0e-57 

195 

56 

(Z81490) similar to WD domain, G-beta repeats (2 domains); 
cDNA EST EMBL:T00482 comes from this gene; cDNA EST 
EMBL:T00923 comes from this gene; cDNA EST yk44 9d4.3 comes 
from this gene; cDNA EST yk449d4.5 comes from this gene; 

11922 

23154_1.R1040 

leu701145548.hl 

BLASTX 

g3236242 

425 

1.0e-41 

103 
83 

(AC004684) putative ribosomal protein L36 [Arabidopsis 
thaliana] 

11923 

23154 2.R1040 



2071 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jsh701065078.hl 

BLASTN 

gl276966 

48 

5.0e-18 

113 

91 

Daucus carota putative ribosomal protein mRNA, 
embryo clone Gea42, partial cds 



somatic 



Seq. No. 


11924 


Contig ID 


23231 1.R1040 


5 '-most EST 


LIB3051-117-Q1-K1-B11 


Method 


BLASTN 


NCBI GI 


gl70091 


BLAST score 


439 


Ej vdlUc 


U . UctUU 


Match length 


451 


% identity 


100 


NCBI Description 


Glycine max vegetative stoj 




complete cds 


Seq. No. 


11925 


Contig ID 


23239 1.RI040 


5 T -most EST 


LIB3093-006-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3033382 


rsixH-D x score 


1 71 


E value 


6.0e-12 


Match length 


126 


% identity 


42 


NCBI Description 


(AC004238) unknown protein 


Seq. No. 


11926 


Contig ID 


23240 1.R1040 


S'-most EST 


LIB3106-015-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3435196 


j3.ur1.Qi bcore 


O 0 0 


E value 


0.0e+00 


Match length 


727 


% identity 


74 


NCBI Description 


(AF067773) glutamyl-tRNA s 


Seq. No. 


11927 


Contig ID 


23241 4.R1040 


5 f -most EST 


uxk700670057.hl 


Method 


BLASTX 


NCBI GI 


g3786009 


BLAST score 


1903 


E value 


0.0e+00 


Match length 


476 


% identity 


79 


NCBI Description 


(AC005499) unknown protein 


Seq. No. 


11928 


Contig ID 


23241_5.R1040 



gene, 



2072 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gsv701055860.hl 

BLASTX 

g3786009 

257 

3.0e-22 

70 

77 

(AC005499) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11929 

23242_1.R1040 

jC-gmle01810082d08al 

BLASTX 

g4567286 

510 

1.0e-67 

143 

83 

(AC006841) putative coatomer alpha subunit [Arabidopsis 
thaliana] 



Seq. No. 


11930 


Contig ID 


23246 1.R1040 


5' -most EST 


LIB3055-011-Q1-N1-D12 


Method 


BLASTX 


NCBI GI 


g3953478 


BLAST score 


4U / 


E value 


2.0e-41 


Match length 


121 


% identity 


75 


NCBI Description 


(AC002328) F2202.23 [Arabidopsis thaliana] 


Seq, No. 


11931 


Contig ID 


23247JL.R1040 


5 '-most EST 


uC-gmr ominsoy2 3 3 cl 2bl 


Method 


BLASTX 


NCBI GI 


gl944407 


BLAST score 


68E 


E value 


1.0e-72 


Match length 


163 


% identity 


75 


NCBI Description 


(D86988) KIAA0221 [Homo sapiens] 


Seq. No. 


11932 


Contig ID 


23249 1.R1040 


5' -most EST 


LIB3051-004-Q1-E1-B6 


Method 


BLASTX 


NCBI GI 


g4469015 


BLAST score 


57 6 


E value 


1.0e-59 


Match length 


141 


% identity 


78 


NCBI Description 


(AL035602) putative protein [Arabidopsis thai 


Seq. No. 


11933 


Contig ID 


23251 1.R1040 


5' -most EST 


LIB3170-036-Q1-K1-C1 



2073 



Method 

NCBI Gi 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3668089 

831 

6.0e-89 

299 
52 

(AC004667) 



unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 



11934 

23251_4.R1040 

LIB3092-053-Q1-K1-A4 

BLASTX 

g3668089 

225 

2.0e-18 

73 
53 

(AC004 667) unknown protein [Arabidopsis thaliana] 
11935 

23252JL.R1040 

LIB3051-004-Q1-E1-F2 

BLASTX 

gl33356 

401 

4.0e-39 

147 

53 

DNA- DIRECT ED RNA POLYMERASE III LARGEST SUBUNIT (C160) 

>gi_66978_pir RNBY3L DNA-directed RNA polymerase (EC 

2.7.7.6) III 160K chain - yeast (Saccharomyces cerevisiae) 
>gi_4400_emb_CAA26905_ (X03129) RNA polymerase III largest 
subunit [Saccharomyces cerevisiae] 

>gi 1050828 emb CAA62123_ (X90518) ORF 03254 [Saccharomyces 
cerevisiae]~>gi_1164961_emb__CAA64036_ (X94335) YOR3254c 
[Saccharomyces cerevisiae] >gi_1420309_emb_CAA99314__ 
(Z75024) ORF YORll6c [Saccharomyces cerevisiae] 

11936 

23254_1.R1040 

jC-gmro02910060e09al 

BLASTX 

g2435519 

1124 

1.0e-123 

316 

72 

(AF024504) similar to mouse MEM3 (GB:U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW;P34110) 
[Arabidopsis thaliana] 

11937 

23254_2.R1040 

fC-gmfl70090643511 

BLASTX 

g2435519 

468 



2074 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-86 

236 

71 

(AF024504) similar to mouse MEM 3 (GB:U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW;P34110) 
[Arabidopsis thaliana] 

11938 

23257JL.R1040 

g4307102 

BLASTX 

g2317901 

988 

1.0e-107 

267 

70 

(U89959) Similar to vesicle transport protein, PIR 
Accession Number A55931 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



11939 

23257_2.R1040 
LIB3170-072-Q1-K1-G6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11940 

23258JL.R1040 

uC-gmronoir024e05bl 

BLASTX 

g2501231 

415 

1.0e-40 

143 

59 

HYPOTHETICAL 38.1 KD PROTEIN >gi_99505 jpir S24 930 

hypothetical protein - pink corydalis 
>gi_18258__emb_CAA45139_ (X63595) protein of unknown 

function [Corydalis sempervirens] >gi_44 4333_prf 1906382A 

pCSC71 protein [Corydalis sempervirens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



11941 

23260JL.R1040 

LIB3170-064-Q1-K1-E8 

BLASTX 

g577309 

590 

5.0e-61 
197 

50 . 
(D42053) KIAA0091 gene product is related to subtilisin. 
[Homo sapiens] >gi_4506775_ref_NP_003782 . l_pSlP_ UNKNOWN 

11942 

23262_1.R1040 
fC-gmse700672488bl 



Seq. No. 
Contig ID 
5' -most EST 



11943 

23262_2.R1040 
sat701008570.hl 



2075 



Method 


BLASTX 




NCBI GI 


g2245124 




BLAST score 


536 




E value 


9.0e-55 




Match length 


158 




% identity 


62 




NCBI Description 


(Z97343) protein kinase [Arabidopsis 


thai. 


Seq. No. 


11944 




Contig ID 


23264 1.R1040 




5' -most EST 


LIB3051-015-Q1-E1-A6 




Method 


BLASTX 




NCBI GI 


gl00099 




BLAST score 


412 




E value 


2.0e-40 




Match length 


153 




% identity 


57 




NCBI Description 


DNA-binding protein VBP1 - fava bean 


>gi_ 




CREB-like protein [Vicia faba] 




Seq. No. 


11945 




Contig ID 


23274 1.R1040 




5 '-most EST 


uxk700672037.hl 




Method 


BLASTX 




NCBI GI 


g2723477 




BLAST score 


375 




E value 


6.0e-36 




Match length 


113 




% identity 


69 




NCBI Description 


(D89824) GTP-binding protein [Arabidopsis 


Seq. No. 


11946 




Contig ID 


23279 1.R1040 




5' -most EST 


LIB3170-075-Q1-K2-F4 




Method 


BLASTX 




NCBI GI 


g4006848 




BLAST score 


707 




E value 


8.0e-89 




Match length 


321 




% identity 


57 





NCBI Description 



(AJ131433) selenocysteine methyltransf erase [Astragalus 
bisulcatus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11947 

23279_2.R1040 

LIB3051-017-Q1-E1-H5 

BLASTX 

g4006848 

278 

8.0e-25 

71 

73 

(AJ131433) selenocysteine methyltransf erase 
bisulcatus] 



[Astragalus 



Seq. No. 
Contig ID 



11948 

23283 1.R1040 



2076 





5 T -most EST 


LIB3051-018-Q1-E1-E8 




Method 


BLASTX 




NCBI GI 


g576509 




BLAST score 


1640 




E value 


0.0e+00 




Match length 


528 




% identity 


76 




NCBI Description 


(L36857) GTP-binding protein [Pisum : 




Seq. No. 


11949 




Contig ID 


23284 1.R1040 




5' -most EST 


LIB3109-052-Q1-K1-D3 




Method 


BLASTX 




NCBI GI 


g3402673 




BLAST score 


791 




E value 


1.0e-119 




Match length 


337 




% identity 


64 


JSK, 


NCBI Description 


(AC004697) unknown protein [Arabidopi 




Seq. No. 


11950 


03 


Contig ID 


23286 1.R1040 




5' -most EST 


LIB3051-018-Q1-E1-H1 




Method 


BLASTX 




NCBI GI 


g481812 




BLAST score 


200 




E value 


3.0e-15 


s 


Match length 


84 




% identity 


49 




NCBI Description 


DNA-binding protein GT-2 - Arabidops. 






>gi_4164 90_emb_CAA5I289__ (X72780) GT 






thaliana] 




Seq. No. 


11951 


rl 


Contig ID 


23289 1.R1040 




5 T -most EST 


zhf700957710.hl 




Method 


BLASTX 




NCBI GI 


g3551247 




BLAST score 


1250 




E value 


1.0e-138 




Match length 


236 




% identity 


99 




NCBI Description 


(AB012703) 181 [Daucus carota] 




Seq. No. 


11952 




Contig ID 


23298 1.R1040 




5' -most EST 


zsg701122657.hl 




Method 


BLASTX 




NCBI GI 


g3056581 




BLAST score 


292 




E value 


4.0e-26 




Match length 


131 




% identity 


43 




NCBI Description 


(AC004255) T1F9.2 [Arabidopsis thali 




Seq. No. 


11953 




Contig ID 


23300^1. R1040 



2077 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3051-028-Q1-K1-F7 

BLASTX 

gl24198 

289 

1.0e-25 

70 
74 

TRANSLATION INITIATION FACTOR IF-1, CHLOROPLAST 

>gi_81508_pir A23525 translation initiation factor IF-1 

homolog - spinach chloroplast >gi_12263_emb_CAA27212__ 
(X03496) pot. initiation factor IF-1 (aa 1-77) [Spinacia 
oleracea] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11954 

23303JL.R1040 

LIB3051-029-Q1-K1-A4 

BLASTX 

gll77405 

561 

2.0e-57 

193 
55 

(X89855) citrate binding protein [Hevea brasiliensis] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11955 

23304_1.R1040 

uC-gmropic022e02bl 

BLASTX 

g3242783 

2828 

0.0e+00 

735 

72 

(AF055354) respiratory burst oxidase protein B [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



11956 

23304_2.R1040 

uC-gmropic038h09bl 

BLASTX 

g2342676 

369 

3.0e-35 

87 

76 

(AC000106) Strong similarity to Oryza NADPH oxidase 
(gb_X93301) . [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



11957 

23304_3.R1040 

LIB3170-080-Q1-K1-B12 

BLASTX 

g3242783 

215 

1.0e-32 

107 
70 



2078 



NCBI Description (AF055354) respiratory burst oxidase protein B [Arabidopsis 
tha liana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11958 

23304_5. R1040 

LIB3107-079-Q1-K1-F11 

BLASTX 

g3242783 

408 

4.0e-70 

187 

74 

(AF055354) respiratory burst oxidase protein B [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11959 

23304J7. R1040 

zsg701119889.hl 

BLASTX 

g3242783 

410 

3.0e-40 

131 

61 

(AF055354) respiratory burst oxidase protein B [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11960 

23308^2. R1040 

LIB3051-029-Q1-K1-F7 

BLASTX 

g4539301 

295 

9.0e-27 

119 

54 

(AL049480) 
thaliana] 



putative mitochondrial protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11961 

23310J..R1040 

sat701012472.hl 

BLASTX 

g3355471 

399 

2.0e-38 

223 

46 

(AC004218) putative lysophospholipase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



11962 

23315JL.R1040 
LIB3051-110-Q1-K1-H6 



Seq. No. 
Contig ID 



11963 

23315 2.R1040 



2079 



5' -most EST 



LIB3051-030-Q1-K1-F10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11964 

23318JL.R1Q40 

LIB3051-030-Q1-K1-H10 

BLASTX 

gl620970 

413 

2.0e-40 

100 

85 

(Y08887) L-lactate dehydrogenase [Lycopersicon esculentum] 
>gi_1806117_emb_CAA71611_ (Y10602) L-lactate dehydrogenase 
[Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11965 

23328_1.R1040 

g5606112 

BLASTX 

g3913425 

390 

3.0e-61 

177 
69 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_2275203 (AC002337) RNA helicase isolog 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11966 

23328_2.R1040 

zzp700830332.hl 

BLASTX 

g3913425 

184 

2.0e-17 

74 

69 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_2275203 (AC002337) RNA helicase isolog 
[Arabidopsis thaliana] 



Seq. No. 11967 

Contig ID 23329_1 .R1040 

5' -most EST g5058367 

Method BLASTX 

NCBI GI g2924515 

BLAST score 442 

E value 4.0e-48 

Match length 172 

% identity 62 

NCBI Description (AL022023) putative protein [Arabidopsis thaliana] 



Seq. No. 11968 

Contig ID 23329_2 . R1040 

5 T -most EST uxk700668313.hl 

Method BLASTN 

NCBI GI g2924505 



2080 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33 

4.0e-09 

49 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone M4E13 
(ESSAII project) 

11969 

23342_1.R1040 

uC-gmrominsoyl09h04bl 

BLASTX 

g2979560 

632 

1.0e-65 

186 

68 

(AC003680) unknown protein [Arabidopsis thaliana] 
11970 

23351_1.R1040 

seb700649132.hl 

BLASTN 

g295447 

250 

1.0e-138 

416 

93 

Vigna radiata NADPH cytochrome P450 mRNA, complete cds 
11971 

23356_1.R1040 

uC-gmropic031g06bl 

BLASTX 

g2160188 

363 

1.0e-34 

76 

88 

(AC000132) Similar to Vicia sucrose transport protein 
(gb_Z93774). [Arabidopsis thaliana] 

11972 

23364_1.R1040 
LIB3051-043-Q1-K1-B10 

11973 

23372_1.R1040 

g4396854 

BLASTX 

gl703168 

284 

5.0e-25 

168 

40 

BETA-ADAPTIN 1 ( PLASMA MEMBRANE ADAPTOR HA2/AP2 ADAPT IN 
BETA SUBUNIT) (CLATHRIN ASSEMBLY PROTEIN COMPLEX 2 BETA 
LARGE CHAIN) (AP105A) >gi_482950jpir B32105 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



clathrin-associated protein complex 2, beta chain minor 
component - rat >gi_203113 (M77245) beta' -chain clathrin 
associated protein complex AP-1 [Rattus norvegicus] 

11974 

23373_1.R1040 
LIB3051-050-Q1-K1-C6 
BLASTX 
gl680686 
305 

2.0e-27 
113 
50 

(U51330) rust resistance kinase LrlO [Triticum aestivum] 
11975 

23374JL.R1040 
LIB3051-050-Q1-K1-C7 
BLASTX 
g728905 
282 

4.0e-25 
118 
47 

PROBABLE CALCIUM-TRANSPORTING ATPASE 3 

RETICULUM CA2+ -ATPASE) >gi_1078206_pir 

ATPase (EC 3.6.1.-) DRS2 - yeast (Saccharomyces cerevisiae) 
>gi_171114 (L01795) ATPase [Saccharomyces cerevisiae] 
>gi_595560 (U12980) Drs2p: Membrane spanning 
Ca-ATPase(P-type) , member of the cation transport (E1-E2) 
ATPase [Saccharomyces cerevisiae] 



(ENDOPLASMIC 
S51995 probable 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



11976 

23375_1.R1040 

LIB3170-040-Q1-K1-C9 

BLASTX 

g2982455 

301 

3.0e-27 

63 

87 

(AL022223) putative uracil phosphoribosyl transferase 
[Arabidopsis thaliana] 

11977 

23376_1.R1040 

LIB3170-037-Q1-K1-F9 

BLASTX 

g3402694 

352 

6.0e-33 

170 

51 

(AC004 697) putative Mlo-hi protein [Arabidopsis thaliana] 
11978 

23377 1.R1040 



2082 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -mo st EST 



LIB3051-050-Q1-K1-F11 

BLASTX 

g!008904 

98 

7.0e-14 

96 

49 , 
(L43094) xyloglucan endotransglycosylase [Tropaeolum majus] 

11979 

23379_1.R1040 

LIB3170-039-Q1-K1-F9 

BLASTX 

gl72383 

345 

2.0e-32 

153 

52 

(M38723) RNA polymerase III [Saccharomyces cerevisiae] 
11980 

23383_1.R1040 

LIB3170-038-Q1-K1-C10 

BLASTX 

gl888527 

554 

2.0e-56 
308 

(U88667) ATP-binding cassette transporter [Homo sapiens] 
>gi_455787 6__ref__NP_000341.1_pABCR__ ATP binding cassette 
transporter 

11981 

23387_1.R1040 
LIB3051-053-Q1-K2-C1 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11982 

23390J..R1040 

LIB3170-039-Q1-K2-H11 

BLASTX 

g477819 

614 

5.0e-64 

158 

75 

mitochondrial processing peptidase (EC 3.4.99.41) beta 
chain precursor - potato >gi_410634_bbs_136741 cytochrome c 
reductase-processing peptidase subunit II, MPP subunitll, 
P53 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
530 aa] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



11983 

23397JL.R1040 

uC-gmrominsoy286e04bl 

BLASTX 

g2129539 



2083 



BLAST score 254 
E value 1.0e-21 
Match length 71 
% identity 65 

NCBI Description AtJl protein - Arabidopsis thaliana >gi_564030 (U16246) 
AtJl [Arabidopsis thaliana] 



Seq. No. 11984 

Contig ID 23397_3 . R1040 

5' -most EST gsv701049713.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11985 

23398JL.R1040 

fde700876642.hl 

BLASTX 

g3482972 

518 

3.0e-52 

321 

40 

(AL031369) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11986 

23401_1.R1040 

LIB3170-042-Q1-K1-G2 

BLASTX 

g3413700 

928 

1.0e-100 

292 

64 

(AC004747) putative YME1 protein [Arabidopsis thaliana] 



Seq. No. 11987 

Contig ID 23407_1 .R1040 

5' -most EST LIB3051-058-Q1-K2-B3 

Method BLASTX 

NCBI GI g4468993 

BLAST score 17 9 

E value 4.0e-13 

Match length 84 

% identity 45 

NCBI Description (AL035605) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11988 

23412_1.R1040 

uaw700662189.hl 

BLASTX 

g2342685 

213 

7.0e-17 

113 

42 

(AC000106) Contains similarity to Rhodococcus amidase 
(gb_D16207). ESTs gb_T20504, gb_H3 6650, gb_N97 423, gb_H3 6595 
come from this gene. [Arabidopsis thaliana] 



2084 



II 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



11989 

23414_1.R1040 
LIB3051-063-Q1-K1-H1 

11990 

23417__2.R1040 

LIB3051-064-Q1-K1-B1 

BLASTX 

g2827558 

191 

2.0e-14 

90 
51 

(AL021635) putative DNA binding protein [Arabidopsis 
thaliana] 

11991 

23421J..R1040 

LIB3094-044-Q1-K1-A4 

BLASTX 

g3128174 

271 

1.0e-23 

76 
75 

(AC004521) hypothetical protein [Arabidopsis thaliana] 
11992 

23421_2.R1040 

has700548280.hl 

BLASTX 

g3128174 

246 

6.0e-21 

80 
69 

(AC004521) hypothetical protein [Arabidopsis thaliana] 
11993 

23421_3.R1040 

g5606780 

BLASTX 

g3128174 

246 

6-0e-21 

67 
79 

(AC004521) hypothetical protein [Arabidopsis thaliana] 
11994 

23424JL. R1040 

LIB3051-064-Q1-K1-E10 

BLASTX 

g3341684 

283 

3.0e-25 
118 
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% identity 52 t , , 

NCBI Description (AC003672) hypothetical protein [Arabidopsis thalianaj 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



11995 

23429_1.R1040 

LIB3051-065-Q1-K1-B8 

BLASTX 

g2980641 

344 

2.0e-58 

140 

81 

(Y11250) multi resistance protein [Arabidopsis thaliana] 
11996 

23430_1.R1040 

LIB3051-065-Q1-K1-E1 

BLASTX 

g2245131 

175 

1.0e-12 

108 

42 

(Z97344) hypothetical protein [Arabidopsis thalianaj 
11997 

23433_1.R1040 

uC-gmropic023cl2bl 

BLASTX 

g4530126 

668 

4.0e-70 

247 

51 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 

11998 

23435_1.R1040 
LIB3051-066-Q1-K1-D12 

11999 

23436JL.R1040 

V4L-01-Q1-B1-H8 

BLASTN 

g3873174 

53 

1.0e-20 

148 

89 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 

12000 

23438JL.R1040 

LIB3107-062-Q1-K1-A6 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 f -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g4325324 
733 

1.0e-77 

266 

56 

(AF125574) lysyl-tRNA synthetase; LysRS [Arabidopsis 
thaliana] 

12001 

23442JLR1040 

LIB3170-051-Q1-K1-A4 

BLASTX 

g2583113 

244 

1.0e-20 

48 
90 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
12002 

23445_1.R1040 
LIB3051-067-Q1-K1-C5 

12003 

23449_1.R104 0 

LIB3051-067-Q1-K1-F3 

BLASTX 

g3097056 

264 

7.0e-45 

97 

94 

(AJ003139) dihydrofolate reductase-thymidylate synthetase 
[Daucus carota] 

12004 

23450_1.R1040 

LIB3170-049-Q1-K1-C11 

BLASTX 

g2578365 

471 

2.0e-47 

104 

88 

(AJ002298) GTP cyclohydrolase II / 

3, 4-dihydroxy-2-butanone-4-phosphate synthase [Lycopersicon 
esculentum] 

12005 

23451_1.R1040 

LIB3170-051-Q1-J1-B5 

BLASTX 

g3152880 

266 

3.0e-23 

59 

85 
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# 

NCBI Description (AF063246) cell wall invertase; beta-f ructof uranosidase 
[Pisum sativum] 

12006 

23451_2.R1040 
g4396299 
BLASTX 
g2500930 
1083 

1.0e-118 
250 
78 

BETA-FRUCTOFURANOSIDASE PRECURSOR (SUCROSE- 6 -PHOSPHATE 
HYDROLASE) (INVERTASE) >gi_1160488_emb_CAA59677_ (X85327) 
beta-f ructof uranosidase [Pisum sativum] 

Seq. No. 12007 

Contig ID 23452__1 .R1040 

5 '-most EST LIB3051-067-Q1-K1-H2 

Method BLASTX 

NCBI GI g2827663 

BLAST score 158 

E value 1.0e-10 

Match length 121 

% identity 8 

NCBI Description (AL021637) membrane-associated salt-inducible-like protein 
[Arabidopsis thaliana] 

Seq. No. 12008 

Contig ID 23454JL . R1040 

5 T -most EST ncj 700985601 . hi 

Method BLASTX 

NCBI GI g2791278 

BLAST score 676 

E value 1.0e-70 

Match length 373 

% identity 39 

NCBI Description (Z69257) beta-xylosidase [Hypocrea jeconna] 

Seq. No. 12009 

Contig ID 23454_2 .R1040 

5 '-most EST f C-gmse700851725hl 

Seq. No. 12010 

Contig ID 23455_1.R1040 

5* -most EST LIB3051-068-Q1-K1-C7 

Method BLASTX 

NCBI GI g2317901 

BLAST score 246 

E value 3.0e-26 

Match length 131 

% identity 56 

NCBI Description (U89959) Similar to vesicle transport protein, PIR 
Accession Number A55931 [Arabidopsis thaliana] 

Seq. No. 12011 

Contig ID 23456JL . R1040 




Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



LIB3051-068-Q1-K1-D5 

BLASTX 

g2494165 

853 

9.0e-92 

202 
79 

DNA LIGASE (POLYDEOXYRIBONUCLEOTIDE SYNTHASE (ATP) ) 

>gi 2129574_pir S71278 DNA ligase - Arabidopsis thaliana 

>gi~1359495_emb_CAA66599_ (X97924) DNA ligase [Arabidopsis 
thaliana] 

12012 

23460JL.R1040 

LIB3170-056-Q1-K1-C4 

BLASTX 

g3021265 

302 

2.0e-27 

111 

56 

(AL022347) protein kinase - like protein [Arabidopsis 
thaliana] >gi_3292839_emb_CAA19829_ (AL031018) protein 
kinase - like protein [Arabidopsis thaliana] 

12013 

23462_1.R1040 
LIB3051-078-Q1-K1-D8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



12014 

23471_1.R1040 

LIB3170-054-Q1-K1-C6 

BLASTX 

g2459415 

289 

1.0e-25 

146 

53 

(AC002332) hypothetical protein [Arabidopsis thaliana] 
12015 

23473JL.R1040 

uxk700670974.hl 

BLASTX 

g4262233 

252 

2.0e-21 

131 

47 

(AC006200) hypothetical protein [Arabidopsis thaliana] 
12016 

23477_1.R1040 

LIB3051-086-Q1-K1-C4 

BLASTX 

gl854443 

1038 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-113 

295 
66 

(D83970) CPRD8 protein [Vigna unguiculata] 
12017 

23483JL.R1040 

LIB3170-054-Q1-K1-E7 

BLASTX 

g4567227 

1103 

1.0e-121 

312 
67 

(AC007119) 
thaliana] 



putative transport protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12018 

23485_1.R1040 

LIB3138-101-Q1-N1-B5 

BLASTX 

g4263722 

451 

5.0e-51 

192 

59 

(AC006223) putative glucan synthase [Arabidopsis thalxana] 
12019 

23486JL.R1040 

LIB3170-053-Q1-K1-C8 

BLASTN 

g3318610 

92 

6.0e-44 

220 

85 

Glycine max mRNA for mitochondrial phosphate transporter, 
complete cds 

12020 

23487_1.R1040 

LIB3051-082-Q1-K1-F4 

BLASTX 

g3021512 

265 

3.0e-46 

135 

73 

(X96728) isocitrate dehydrogenase (NADP+) [Nicotiana 
tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



12021 

23488_1.R1040 

LIB3170-053-Q1-K1-F8 

BLASTX 

g2262115 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



297 

9.0e-27 

171 

35 

(AC002343) 



cellulose synthase isolog [Arabidopsis thaliana] 



12022 

23490_1.R1040 
LIB3170-055-Q1-K1-D8 

12023 

23494JL.R1040 

LIB3051-083-Q1-K1-E4 

BLASTX 

g3925363 

259 

2.0e-25 

154 

48 

(AF067961) homeodomain protein [Malus domestical 
12024 

23495_1.R1040 

LIB3051-083-Q1-K1-F8 

BLASTX 

g3668088 

335 

3.0e-31 

155 
43 

(AC004 667) G9a-like protein [Arabidopsis thaliana] 
12025 

23499_1.R1040 

g5126819 

BLASTX 

g2702269 

412 

3.0e-40 

126 

67 

(AC003033) hypothetical protein [Arabidopsis thaliana] 



12026 

23503JL.R1040 

LIB3051-090-Q1-K1-E8 

BLASTX 

g2462935 

323 

6.0e-30 

139 

45 

(Y12321) open reading frame 1 



[Brassica oleracea] 



12027 

23505_1.R1040 
LIB3051-090-Q1-K1-F3 
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Method 


DliAb i A 


NCBI CjI 


-■3 01 OQC3 

gjzlzo bo 


BLAST score 


540 


E value 


2.0e-55 


Matcn lengtn 


1 C A 

150 


O. -1 -J ~ « 4_ ,1 4___ 

% identity 


/ 1 


NCBI Description 


(AC0040uo) putative translation mitiatic 




[Arabidopsis thaliana] 


Seq. No. 


*t o a o a 

12028 


Contig ID 


23516 1.R1040 


5 1 -most EST 


LIBouol-Uyi-Ql-Kl-Eo 


Method 


OT Tin rpV 


NCBI GI 


gl223579 


BLAST score 


696 


E value 


2 . 0e- / 3 


Matcn lengtn 


O 1 Q 

zlo 


% identity 


65 


NCBI Description 


(X96481) cDNAlOl [Arabidopsis thaliana] 


Seq. No. 


12029 


Contig ID 


23519_1 .R1040 


5 1 -most EST 


LIB3051-091-Q1-K1-H6 


Method 


BLASTX 


JNL,i3l bl 


guo 31 Jo 


BLAST score 


242 


E value 


2.0e-20 


Match length 


135 


% identity 


43 


NCBI Description 


PUTATIVE SERINE / THREON INE - PROT E I N KINASE 



1C4.4 IN 

CHROMOSOME II PRECURSOR >gi_3874887_emb_CAA88 100_ (Z48045) 
similar to serine/threonine kinase; cDNA EST EMBL:D26974 
comes from this gene; cDNA EST EMBL:D26978 comes from this 
gene; cDNA EST EMBL:D26977 comes from this gene; cDNA EST 
EMBL:D2697 6 comes from this gene; cDNA EST E 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12030 

23523J..R1040 

LIB3170-057-Q1-K1-H5 

BLASTX 

gl209756 

150 

2.0e-09 

75 
49 

(U43629) integral membrane protein [Beta vulgaris] 



Seq. No. 
Contig ID 
5' -most EST 



12031 

23526JL.R1040 
uC-gmrominsoy058cl0bl 



Seq. No. 
Contig ID 
5 1 -most EST 



12032 

23530J..R1040 
LIB3051-093-Q1-K1-D6 



Seq. No. 
Contig ID 



12033 

23532 1.R1040 



2092 



5 '-most EST LIB3051-093-Q1-K1-F6 

Method BLASTX 

NCBI GI g2500724 

BLAST score 1862 

E value 0.0e400 

Match length 404 

% identity 89 

NCBI Description PREPROTEIN TRANSLOCASE SECA SUBUNIT PRECURSOR 

>gi_2129894_pir S72453 secA protein precursor - garden pea 

>gi_1122325_emb_CAA57798_ (X82404) chloroplast SecA protein 
[Pisum sativum] 




Seq. No. 12034 

Contig ID 23537_1 .R1040 

5 T -most EST LIB3106-040-Q1-K1-A12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12035 

23539_1.R1040 

uC-gmropic011f07bl 

BLASTX 

g!438877 

406 

3.0e-39 

251 

18 

(U41287) zinc finger protein [Mus musculus] 
12036 

23541JL.R1040 

LIB3170-058-Q1-K1-B8 

BLASTX 

gl32521 

562 

1.0e-57 

132 
81 

RAS-RELATED PROTEIN RGP1 (GTP-BINDING REGULATORY PROTEIN 

RGP1) >gi_100684_pir S16554 GTP-binding protein rgpl - 

rice >gi_20356_emb_CAA41966_ (X59276) GTP-binding protein 

[Oryza sativa] >gi_228209_prf 1718315A GTP-binding protein 

[Oryza sativa] 

12037 

23544JL.R104Q 

jC-gmro02910046a02al 

BLAST N 

g295447 

99 

3.0e-48 

286 

85 

Vigna radiata NADPH cytochrome P450 mRNA, complete cds 



Seq. No. 12038 

Contig ID 23544_2 . R1040 

5 '-most EST LIB3051-095-Q1-K1-D2 

Method BLASTN 



2093 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g295447 
83 

9.0e-39 

179 

87 

Vigna radiata NADPH cytochrome P450 mRNA, complete cds 



Seq. No. 


12039 


Contig ID 


23553_1.RI040 


5' -most EST 


uC-gmropic039d05bl 


Method 


BLASTX 


NCBI GI 


g2801536 


BLAST score 


475 


E value 


3.0e-47 


Match length 


162 


% identity 


58 


NCBI Description 


(AF039531) lysophospholipase homolog [Oryza sativa 


Seq. No. 


12040 


Contig ID 


23556 1.R1040 


5 '-most EST 


LIB3051-103-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3413707 


BLAST score 


563 


E value 


9.0e-72 


Match length 


190 


% identity 


45 


NCBI Description 


(AC004747) hypothetical protein [Arabidopsis thali 


Seq. No. 


12041 


Contig ID 


23558 1.R1040 


5 '-most EST 


LIB3170-064-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


gll84075 


BLAST score 


354 


E value 


2.0e-33 


Match length 


178 


% identity 


4 


NCBI Description 


(U42444) Cf-2.1 [Lycopersicon pimpinellif olium] 




>gi 1587673 prf 2207203A Cf-2 gene [Lycopersicon 




esculentum] 


Seq. No. 


12042 


Contig ID 


23561 1.R1040 


5 1 -most EST 


LIB3051-103-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3688173 


BLAST score 


201 


E value 


1.0e-15 


Match length 


113 


% identity 


39 


NCBI Description 


(AL031804) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
B'-most EST 
Method 



12043 

23567_1.R1040 

g5606259 

BLASTX 



2094 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



gl223579 
450 

1.0e-44 

169 

60 

(X96481) 



cDNAlOl [Arabidopsis thaliana] 



12044 

23568_1.R1040 
LIB3170-064-Q1-K1-A5 



Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12045 

23574_1.R1040 

rca700996304.hl 

BLASTX 

g2262100 

374 

6.0e-48 

140 

62 

(AC002343) unknown protein [Arabidopsis thaliana] 
12046 

23574_2.R1040 

LIB3051-091-Q1-K1-F5 

BLASTX 

g2262100 

530 

5.0e-54 

149 

70 

(AC002343) unknown protein [Arabidopsis thaliana] 
12047 

23574J3.R1040 

uaw700661744.hl 

BLASTX 

g2262100 

148 

1.0e-09 

40 

65 

(AC002343) unknown protein [Arabidopsis thaliana] 
12048 

23575_1.R1040 

zpv700761096.hl 

BLASTX 

g4539301 

792 

3.0e-84 

381 

43 

(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 



Seq. No. 



12049 



2095 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 



23575_2.R1040 
LIB3051-04 6-Q1-K1-H7 

12050 

23575^3. R1040 
uaw700664916.hl 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12051 

23577JL.R1040 

uC-gmropic029gQlbl 

BLASTX 

gl843462 

414 

2.0e-40 
218 
43 

(L10211) 
sativa] 



isoliquiritigenin 2 1 -O-methyltransf erase [Medicago 



Seq. No. 
Contig ID 



12052 

23580_1.R1040 

trc700564387.hl 

BLASTN 

g!786114 

493 

0.0e+00 

788 

91 

Vigna unguiculata phosphoinositide-specif ic phospholipase C 
mRNA, complete cds 

12053 

23580_2.R1040 

LIB3170-064-Q1-K1-F6 

BLASTN 

gl786114 

129 

3.0e-66 

367 

88 

Vigna unguiculata phosphoinositide-specif ic phospholipase C 
mRNA, complete cds 

12054 

23582JL.R1040 

LIB3170-062-Q1-K1-C6 

BLASTN 

gl065907 

44 

1.0e-15 

84 

88 

Pisum sativum chloroplast processing enzyme mRNA, nuclear 
gene encoding chloroplast protein, complete cds 

12055 

23588 1.R1040 



2096 



5 -most EST 


LIBJUol-lUo-Ql-Kl-Ho 


Method 


BLASTX 


NCBI GI 


g395330 


BLAST score 


187 


E value 


5.0e-14 


Match length 


54 


% identity 


61 


NCBI Description 


(X697 8 9 ) cytochrome 


Seq. No. 


12056 


Contig ID 


23590_l.Rl040 


5 -most EST 


LIBiUol- 111-Q1-K1-G / 


Method 


BLASTN 


NLdI bi 




BLAST score 


49 


E value 


3.0e-18 


Match length 


146 


% identity 


87 


NCBI Description 


Arabidopsis thaliana 



P450 [Catharanthus roseus] 



MXC17, 



nomic DNA, chromosome 5, 
complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12057 

23591_1.R1040 

xpa700795573.hl 

BLASTX 

g4056425 

520 

1.0e-52 

152 
64 

(AC005322) 
from this 



ESTs gb_H36249, gb_AA59732 and gb_AA651219 come 
gene. [Arabidopsis thaliana] 



12058 

23591_2.R1040 

gsv701044812.hl 

BLASTX 

g4056425 

365 

1.0e-34 

103 

68 

(AC005322) ESTs gb_H36249, gb_AA59732 and gb_AA651219 come 
from this gene. [Arabidopsis thaliana] 

12059 

23595JL.R1040 

LIB3170-067-Q1-K1-F2 

BLASTX 

gl930149 

251 

2.0e-21 

150 

37 

(U96629) unknown protein CIT987SK 2A8_1 [Homo sapiens] 



Seq. No. 



12060 



2097 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23597_1.R1040 
LIB3139-107-P1-N1-B2 
BLASTX 
g4432839 
449 

1.0e-44 

107 
45 

(AC006283) unknown protein [Arabidopsis thaliana] 
12061 

23598J..R1040 

LIB3170-067-Q1-J1-G2 

BLASTX 

g3935168 

195 

7.0e-15 

44 

86 

(AC004557) F17L21.11 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12062 

23604_1.R1040 
LIB3170-068-Q1-K1-E5 

12063 

23609_1.R1040 

LIB3170-067-Q1-K1-G5 

BLASTX 

g4539662 

211 

3.0e-33 

143 

56 

(AF061282) polyprotein [Sorghum bicolor] 
12064 

23611_1.R1040 

LIB3170-065-Q1-K1-B6 

BLASTX 

g2827699 

562 

7.0e-58 

163 

67 

(AL021684) predicted protein [Arabidopsis thaliana] 
12065 

23614JL.R1040 

LIB3051-115-Q1-K1-E7 

BLASTX 

g2829886 

404 

2.0e-51 

197 

59 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 



2098 



Seq. No. 12066 

Contig ID 23615_1 .R1040 

5' -most EST LIB3051-115-Q1-K1-F2 

Method BLASTX 

NCBI GI g2920666 

BLAST score 179 

E value 4.0e-13 

Match length 81 

% identity 46 

NCBI Description (AF048978) 2,4-D inducible glutathione S-transferase 
[Glycine max] 

Seq. No. 12067 

Contig ID 23617JL.R1040 

5' -most EST uC-gmrominsoy0001c09bl 

Method BLASTX 

NCBI GI g2832632 

BLAST score 4 98 

E value 3.0e-50 

Match length 187 

% identity 57 

NCBI Description (AL021711) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 12068 

Contig ID 23618JL .R1040 

5 T -most EST ssr700556428.hl 

Method BLASTX 

NCBI GI g2462838 

BLAST score 585 

E value 1.0e-60 

Match length 167 

% identity 72 

NCBI Description (AF000657) unknown protein [Arabidopsis thaliana] 

Seq. No. 12069 

Contig ID 23624_1 .R1040 

5 '-most EST g4285481 

Method BLASTX 

NCBI GI g3386604 

BLAST score 264 

E value 7.0e-23 

Match length 62 

% identity 77 

NCBI Description (AC004665) putative protein kinase [Arabidopsis thaliana] 

Seq. No. 12070 

Contig ID 23626JL .R1040 

5' -most EST LIB3170-066-Q1-K1-F7 

Method BLASTX 

NCBI GI g3643271 

BLAST score 230 

E value 5.0e-19 

Match length 134 

% identity 29 

NCBI Description (AF090872) 33 kDa secretory protein [Oryza sativa] 

>gi 3851590 (AF093570) 33 kDa secretory protein [Oryza 



2099 



Seq. No. 
Contig ID 
5' -most EST 

Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sativa] >gi_4249681 (AFQ97724) 33 kDa secretory protein 
[Oryza sativa] 

12071 

23629JL.R1040 
LIB3051-117-Q1-K1-B10 

12072 

23630_1.R1040 

LIB3065-010-Q1-N1-H12 

BLASTX 

g2244987 

421 

4.0e-41 

209 
43 

(Z97340) similarity to protein kinase - slime mold 
(Dictyostelium) [Arabidopsis thaliana] 

12073 

23654JL.R1040 

LIB3094-069-Q1-K1-D11 

BLASTX 

g3894168 

482 

3.0e-48 

241 

41 

(AC005312) 
thaliana] 



similar to phloem- specif ic lectin [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. % 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



12074 

23655JL.R1040 

LIB3051-063-Q1-K1-F1 

BLASTX 

g2780192 

838 

8.0e-90 

216 

72 

(AJ222713) unnamed protein product [Arabidopsis thaliana] 
12075 

23674JL.R1040 

wrg700789655.h2 

BLASTX 

g3510538 

220 

2.0e-37 

124 

60 

(U93167) expansin [Prunus armeniaca] 
12076 

23676JL.R1040 

LIB3051-034-Q1-K1-F5 

BLASTX 



2100 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4191791 
640 

7.0e-67 

163 

73 

(AC005917) putative sf21 {Helianthus annuus} protein 
[Arabidopsis thaliana] 

12077 

23677J..R1040 

hrw701060737.hl 

BLASTX 

gl842111 

559 

2.0e-57 

181 

61 

(U87586) decoy [Arabidopsis thaliana] >gi_1931612 (U93308) 
decoy [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



12078 

23677_2.R1040 

jC-gmfl02220086e05al 

BLASTX 

gl842111 

266 

2.0e-23 

74 

70 

(U87586) decoy [Arabidopsis thaliana] >gi_1931612 (U93308) 
decoy [Arabidopsis thaliana] 

12079 

23679__1.R1040 

awf700838726.hl 

BLASTX 

g3434967 

534 

4.0e-54 

242 

50 

(AB008103) ethylene responsive element binding factor I 
[Arabidopsis thaliana] 

12080 

23679_2.R1040 

LIB3051-017-Q1-E1-H8 

BLASTN 

g3821780 

36 

1.0e-10 

39 

45 

Xenopus laevis cDNA clone 27A6-1 
12081 

23692 1.R1040 



2101 



# 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3051-059-Q1-K2-B12 

BLASTX 

gl070655 

256 

7.0e-22 

169 

40 

lectin precursor - lentil 
12082 

23693JL.R1040 

LIB3051-061-Q1-K1-G8 

BLASTX 

g3335345 

1005 

1.0e-109 

255 

81 

(AC004512) Contains similarity to ABC transporter 
gb_16517 90 from Synechocystis sp. gb_D90900. [Arabidopsis 
thaliana] 

12083 

23694JL.R1040 

uC-gmr omins oy2 2 7 dO lb 1 

BLASTX 

g2618731 

964 

1.0e-104 

301 

68 

(U49077) IAA21 [Arabidopsis thaliana] 
12084 

23695J..R1040 

txt700735514.hl 

BLASTX 

gl706277 

155 

2.0e-10 

80 
45 

CYSTEINE PROTEINASE INHIBITOR B (CYSTATIN B) (SCB) 

>gi_2118421j?ir JC4792 cysteine proteinase inhibitor Scb 

common sunflower 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12085 

23697JL.R1040 

zsg701124223.hl 

BLASTX 

g3482974 

726 

3.0e-85 

186 

88 

(AL031369) ATP-dependent Clp proteinase-like protein 
[Arabidopsis thaliana] 



2102 



Seq. No. 

Contig ID 
5 r -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



12086 

23698JL.R1040 
awf700840753.hl 

12087 

23699JL.R1040 

uC-gmrominsoy313f 05bl 

BLASTX 

g2245087 

196 

8.0e-15 

76 

51 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
12088 

23699_2.R1040 

gsv701054503.hl 

BLASTX 

g2245087 

176 

9.0e-13 

63 
52 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
12089 

23701_1.R1040 

uC-gmromins oyO 8 lcl 2bl 

BLASTX 

gl619300 

643 

6.0e~67 

189 

64 

(X95269) LRR protein [Lycopersicon esculentum] 
12090 

23701__3.R1040 

fua701039134.hl 

BLASTX 

gl619300 

403 

2.0e-39 

99 

74 

(X95269) LRR protein [Lycopersicon esculentum] 
12091 

23701_4.R1040 

uC~gmrominsoyQ29d03bl 

BLASTX 

gl619300 

391 

8.0e-38 
97 



2103 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 

(X95269) LRR protein [Lycopersicon esculentum] 



12092 

23701^6. R1040 

lus701015783.hl 

BLASTX 

g3860323 

282 

2.0e-25 

62 

89 

(AJ012688) hypothetical protein 



[Cicer arietinum] 



12093 

23702_1.R1040 

jex700907695.hl 

BLASTX 

g3212865 

812 

1.0e-110 

246 
83 

(AC004005) unknown protein [Arabidopsis thaliana] 
12094 

23703JL.R1040 

ssr700560361.hl 

BLASTX 

gl857419 

173 

3.0e-12 

151 

32 

(U80213) 
sapiens] 



protein arginine N-methyltransferase 2 [Homo 
>gi_4504495_ref_NP_001526.1__pHRMTlLl_ HMT1 (hnRNP 



methyltransferase, S. cerevisiae) -like 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



12095 

23704_1.R1040 

LIB3051-087-Q1-K1-B8 

BLASTX 

g4539343 

449 

2.0e-44 

111 

83 

(AL035539) putative protein 
12096 

23705_1.R1040 
wvk700686611.hl 

BLASTX 

gl514643 

2805 

0.0e+00 

806 



[Arabidopsis thaliana] 



2104 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40 

(Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza] 
12097 

23708JL.R1040 

leu70U45118.hl 

BLASTN 

g4235150 

38 

9.0e-12 

212 
84 

Arabidopsis thaliana chromosome I BAC T25B24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Sea No 


12098 


Contig ID 


23709 1.R1040 


5' -most EST 


sat701014322.hl 


Method 


BLASTN 


NCBI GI 


g298018 


BLAST score 


185 


E value 


2.0e-99 


Match length 


401 


% identity 


89 


NCBI Description 


M.sativa mRNA msk7 for map kinase 


Sea No 


12099 


Contig ID 


23709 2.R1040 


5 1 -most EST 


jC-gmle01810011el2al 


Method 


BLASTN 


NCBI GI 


g289124 


BLAST score 


245 


E value 


1.0e-135 


Match length 


353 


% identity 


92 


NCBI Description 


Medicago sativa MAP kinase MsERKl mRNA, 


Seq. No. 


12100 


Contig ID 


23709 3.R1040 


5* -most EST 


LIB3051-071-Q1-K1-A6 


Method 


BLASTN 


NCBI GI 


g20807 


BLAST score 


66 


E value 


1.0e-28 


Match length 


138 


% identity 


87 


NCBI Description 


P. sativum mRNA for MAP kinase homologue 


Seq. No. 


12101 


Contig ID 


23709 4.R1040 


5 T -most EST 


sat701008822.hl 


Method 


BLASTN 


NCBI GI 


g20807 


BLAST score 


34 


E value 


1.0e-09 


Match length 


46 


% identity 


93 



complete cds 



2105 



NCBI Description P. sativum mRNA for MAP kinase homologue 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



12102 

23710JL.R1040 

LIB3051-104-Q1-K1-B5 

BLASTN 

g510545 

36 

1.0e-10 

125 
87 

P. sativum mRNA for starch 



branching enzyme I 



12103 

23713_1. R1040 

rlr700899203.hl 

BLASTX 

g2832697 

202 

4.0e-32 

99 
73 

(AL021713) putative protein [Arabidopsis thaliana] 
12104 

23717JL.R1040 

eep700870019.hl 

BLASTX 

g3513451 

233 

2.0e-19 

136 
42 

(U78090) potassium channel regulator 1 [Rattus norvegicus] 
12105 

23718JL.R1040 

uC- gmr omins oy 0 9 lbO 6bl 

BLASTX 

gll6377 

2009 

0.0e+00 

388 

100 

CHALCONE SYNTHASE 1 (NARINGENIN-CHALCONE SYNTHASE 1) 

>gi_66552_pir SYSYC1 naringenin-chalcone synthase (EC 

2.3.1.74) 1 - soybean >gi_18562_emb_CAA38456_ (X54644) 
naregenin-chalcone synthase [Glycine max] 

12106 

23718_2.R1040 

LIB3139-057-P1-N1-E2 

BLASTN 

gl8751 

156 

3.0e-82 
367 



2106 




% identity 


95 


NCBI Description 


Soybean Soychs gene for chalcone synthase (EC 2.3.1. 


Seq. No, 


12107 


Contig ID 


23718 5.R1040 


5 f -most EST 


dpv701100769.hl 


Method 


BLASTN 


NCBI GI 


gl69940 


BLAST score 


178 


E value 


2.0e-95 


Match length 


382 


% identity 


95 


NCBI Description 


Glycine max chalcone synthase (chs6) gene, complete 


Seq. No. 


12108 


Contig ID 


23718 9.R1040 


5' -most EST 


rlr700898746.hl 


Method 


BLASTN 


NCBI GI 


gl8588 


BLAST score 


207 


E value 


1.0e-113 


Match length 


239 


% identity 


96 


NCBI Description 


Soybean gene 3 for chalcone synthetase protein 


Seq. No, 


12109 


Contig ID 


23720 1.R1040 


5 ! -most EST 


LIB3107-006-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2244973 


BLAST score 


352 


E value 


3.0e-33 


Match length 


98 


% identity 


67 


NCBI Description 


(Z97340) similarity to extensin class 1 protein 




[Arabidopsis thaliana] 


Seq. No. 


12110 


Contig ID 


23722 1.R1040 


5 1 -most EST 


LIB3051-054-Q1-K2-C2 


Method 


BLASTX 


NCBI GI 


g2583117 


BLAST score 


269 


E value 


2.0e-23 


Match length 


126 


% identity 


48 



NCBI Description (AC002387) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



12111 

23727JL.R1040 

LIB3051-037-Q1-K1-A4 

BLASTX 

g2245021 

247 

1.0e-20 

76 

58 



2107 



NCBI Description 



Seq. No, 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



(Z97341) heat shock protein 110 homolog [Arabidopsis 
thaliana] 

12112 

23730JL.R1040 

LIB3051-030-Q1-K1-H9 

BLASTX 

gl502430 

866 

2.0e-93 

175 
91 

(U62331) phosphate transporter [Arabidopsis thaliana] 
>gi_2564 661 (AF022872) phosphate transporter [Arabidopsis 
thaliana] >gi_3869206_dbj_BAA34398_ (AB016166) Phosphate 
Transporter 4 [Arabidopsis thaliana] >gi_3928081 (AC005770) 
phosphate transporter, AtPT2 [Arabidopsis thaliana] 

12113 

23732J..R1040 

LIB3051-069-Q1-K1-C2 

BLASTX 

gl091678 

232 

5.0e-19 

140 

33 

activator-like transposable element [Pennisetum glaucum] 
12114 

23733JL.R1040 

LIB3051-046-Q1-K1-A4 

BLASTX 

g719291 

635 

1.0e-82 

265 

68 

(U19134) unknown [Arabidopsis thaliana] 

>gi_1095007_prf 2107236A SABRE gene [Arabidopsis thaliana] 

12115 

23736_1.R1040 

LIB3138-030-Q1-N1-A4 

BLASTX 

g3341692 

419 

2.0e-40 

143 

60 

(AC003672) unknown protein [Arabidopsis thaliana] 
12116 

23736_3.R1040 
asn701142401.hl 



Seq. No. 



12117 
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Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23737JL.R1040 

jex700908465.hl 

BLASTX 

g3461848 

2314 

0.0e+00 

570 

80 

(AC005315) putative ATPase [Arabidopsis thaliana] 
12118 

23738 JL.R1040 

jC-gmfl02220148e08al 

BLASTX 

g2626753 

289 

3.0e-45 

162 

62 

(AB008782) sulfate transporter [Arabidopsis thaliana] 
12119 

23738_2.R1040 

gsv701056756.hl 

BLASTX 

g2626753 

450 

1.0e-44 
169 

54 , 

(AB008782) sulfate transporter [Arabidopsis thaliana] 

12120 

23739JL.R1040 

ekl700968154.hl 

BLASTX 

g4191784 

1216 

1.0e-142 

363 

47 

(AC005917) putative WD-40 repeat protein [Arabidopsis 
thaliana] 

12121 

23740JL.R1040 

awf700838704.hl 

BLASTX 

g!708152 

271 

2.0e-31 

230 

39 

PROBABLE ATP-DEPENDENT RNA HELICASE DBP5 (HELICASE CA5/6) 

>gi 2133053 pir S66920 probable RNA helicase CA5/6 - yeast 

(Saccharomyces cerevisiae) >gi_1353268 (U28135) Dbp5p 
[ Saccharomyces cerevisiae ] >gi_14 2 017 5_emb_CAA9 92 37_ 



2109 



(Z74954) ORF YOR046c [Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12122 

23741_1.R1040 

LIB3051-049-Q1-K1-H1 

BLASTX 

gll36434 

506 

3.0e-51 

150 

62 

(D80009) KIAA0187 [Homo sapiens] 
12123 

23743_1.R1040 

LIB3051-070-Q1-K1-A4 

BLASTX 

g4038629 

207 

2.0e-16 

107 
38 

(AL023704) similar to E. coli DNA-damage-inducible protein 
[Schizosaccharomyces pombe] 

12124 

23744JL.R1040 

pcp700992437.hl 

BLASTX 

g2494264 

1098 

1.0e-120 

460 

48 

HYPOTHETICAL 66.0 KD GTP-BINDING PROTEIN SLR1105 
>gi_1651837_dbjJBAA16764_ (D90900) elongation factor EF-G 
[Synechocystis sp.] 

12125 

23745_1.R1040 

uC-gmf IminsoyO 63d0 3bl 

BLASTX 

g2244990 

776 

1.0e-119 

264 

83 

(Z97340) similarity to LIM homeobox protein - 
Caenorhabditis [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



12126 

23746_1.R1040 

LIB3170-056-Q1-K1-B3 

BLASTX 

g2244807 

913 

9.0e-99 



2110 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



256 
49 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
12127 

23754JL.R1040 

bth700847720.hl 

BLASTX 

g409756 

233 

4.0e-19 

144 

34 

(L25643) ATP/GTP nucleotide-binding protein [Leishmania 
infantum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12128 

23763_1.R1040 

uC-gmropic074bl0bl 

BLASTX 

g3024898 

756 

1.0e-133 

404 

59 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE KIAA0224 (HA4657) >giJL504028_dbj_BAA13213_ 
(D86977) similar to putative ATP-dependent RNA helicase 
K03H1.2 of C.elegans (S41025) [Homo sapiens] >gi__3123906 
(AF038391) pre-mRNA splicing factor [Homo sapiens] 

12129 

23764_1.R1040 

jsh701067456.hl 

BLASTX 

g4415912 

385 

5.0e-41 

143 

62 

(AC006282) putative protease [Arabidopsis thaliana] 
12130 

23765_1.R1040 

g4396405 

BLASTX 

gl26201 

879 

1.0e-94 

219 
76 

3-ISOPROPYLMALATE DEHYDROGENASE PRECURSOR (BETA-IPM 

DEHYDROGENASE) (IMDH) (3-IPM-DH) >gi_81676_pir S20510 

3-isopropylmalate dehydrogenase (EC 1.1.1.85) precursor 
rape >gi_17827_emb_CAA42596_ (X59970) 3-isopropylmalate 
dehydrogenase [Brassica napus] 



2111 



® 



Seq. No. 12131 

Contig ID 23765_2.R1040 

5' -most EST fC-gmse700676027zl 

Method BLASTX 

NCBI GI gl26201 

BLAST score 275 

E value 1.0e-27 

Match length 81 

% identity 83 

NCBI Description 3-ISOPROPYLMALATE DEHYDROGENASE PRECURSOR (BETA-IPM 

DEHYDROGENASE) (IMDH) (3-IPM-DH) >gi_81676_pir S20510 

3-isopropylmalate dehydrogenase (EC 1.1.1.85) precursor - 
rape >gi_17827_emb_CAA42596_ (X59970) 3-isopropylmalate 
dehydrogenase [Brassica napus] 

Seq. No. 12132 

Contig ID 23765_3.R1040 

5 T -most EST LIB3170-064-Q1-K1-H9 

Method BLASTX 

NCBI GI g!903021 

BLAST score 483 

E value 2.0e-48 

Match length 110 

% identity 85 

NCBI Description (Y10216) hypothetical 3-isopropylmalate dehydrogenase 
[Arabidopsis thaliana] 

Seq. No. 12133 

Contig ID 23768_1 . R1040 

5' -most EST epx701105453 .hi 

Method BLASTX 

NCBI GI g4538939 

BLAST score 1669 

E value 0.0e+00 

Match length 474 

% identity 69 

NCBI Description (AL049483) Col-0 casein kinase I-like protein [Arabidopsis 
thaliana] 

Seq. No. 12134 

Contig ID 23768_2 .R1040 

5' -most EST LIB3051-111-Q1-K1-E4 

Method BLASTX 

NCBI GI g4538939 

BLAST score 356 

E value 1.0e-33 

Match length 187 

% identity 43 

NCBI Description (AL049483) Col-0 casein kinase I-like protein [Arabidopsis 
thaliana] 

Seq. No. 12135 

Contig ID 23768_4 . R1040 

5 '-most EST j ex700903401 .hi 

Seq. No. 12136 

Contig ID 23769_1 .R1040 



2112 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmst024 00071f05al 

BLASTX 

g586441 

340 

1.0e-31 

114 

52 

HYPOTHETICAL 13.6 KD PROTEIN IN NUP170-ILS1 INTERGENIC 

REGION >gi_626483_pir S45432 hypothetical protein YBL078c 

- yeast (Saccharomyces cerevisiae) >gi_4967 05_emb_CAA56032__ 
(X79489) E-117 protein [Saccharomyces cerevisiae] 
>gi_536125_emb_CAA84899_ (Z35839) ORF YBL078c 
[Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5' -most EST 



12137 

23769_2.R1040 
jsh701064635.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12138 

23772JL.R1040 

LIB3051-059-Q1-K2-C6 

BLASTX 

g2702277 

531 

9.0e-54 

334 

42 

(AC003033) putative cyclin g-associated kinase [Arabidopsis 
thaliana] >gi_2914689 (AC003974) putative cyclin 
g-associated kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12139 

23773JL.R1040 

kll701205025.hl 

BLASTX 

g!24984 

193 

1.0e-14 

66 

56 

INHIBITOR OF TRYPSIN AND HAGEMAN FACTOR (CMTI-V) 

>gi_99624_pir S12897 serine proteinase inhibitor - winter 

squash >gi_227289_prf 1701295A trypsin inhibitor 

[Cucurbit a maxima] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12140 

23775_1.R1040 

LIB3138-066-Q1-N1-F3 

BLASTX 

g3550519 

889 

6.0e-96 

238 

70 

(AJ007630) oxygenase [Nicotiana tabacum] 



Seq. No. 



12141 



2113 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23779_1.R1040 

uC-gmrominsoy314dl0bl 

BLASTX 

gl732075 

666 

1.0e-69 

232 
27 

(U75309) TBP-associated factor [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12142 

23781JL.R1G40 

LIB3170-041-Q1-K1-E4 

BLASTX 

g3080398 

421 

2.0e-41 

155 

35 

(AL022603) putative protein [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12143 

23783JL.R1040 

rlr700895427.hl 

BLASTX 

g729273 

955 

1.0e-103 

212 
85 

CYPR04 PROTEIN >gi_322804_pir S28592 cypro4 protein - 

cardoon >gi_17959_emb_CAA4 9354_ (X69672) cypro4 [Cynara 
cardunculus ] 



Seq. No. 


12144 


Contig ID 


23785 1.R1040 


5 '-most EST 


LIB3107-031-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl935000 


BLAST score 


278 


E value 


2.0e-24 


Match length 


113 


% identity 


43 


NCBI Description 


(Y12314) GTPase [Schizosaccharomyces pombe] 


Seq. No. 


12145 


Contig ID 


23791 1.R1040 


5 '-most EST 


jC-gmle01810054bllal 


Method 


BLASTX 


NCBI GI 


gll84121 


BLAST score 


1021 


E value 


l.Oe-111 


Match length 


315 


% identity 


63 


NCBI Description 


(U20808) auxin-induced protein [Vigna radiata] 


Seq. No. 


12146 



2114 



Contig -ID 


23792 1.R1040 


5' -most EST 


LIB3051-078-Q1-K1-H5 


Method 


BLASTX 




a2262115 


BLAST score 


310 


E value 


3.0e-28 


Match length 


148 


o J-ViCll 1 — L L. _y 




NCBI Description 


(AC002343) cellulose synthase isolog 


Seq. No. 


12147 


Contig ID 


23792 2.R1040 


5' -most EST 


sat701011611.hl 


Seq. No. 


12148 


Contig ID 


23796 1.R1040 


5' -most EST 


LIB3106-066-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g4262I53 




*d 1 VJ 


E value 


3.0e-44 


Match length 


214 


% identity 


51 








thaliana] 


Seq. No. 


12149 


Contig ID 


23796_2.R1040 


5 '-most EST 


uC-gmf Iminsoy064e05bl 


Seq. No. 


12150 


Contig ID 


23812 1.R1040 


5' -most EST 


LIB3Q51-102-Q1-K1-C4 


Method 


BLASTX 




vj^.O / U J J J 


BLAST score 


297 


E value 


7.0e-56 


Match length 


296 


a xucill L L _y 


4 R 


NCBI Description 


(AJ001414) GTPase activating protein 


Seq. No, 


12151 


Contig ID 


23812 3.R1040 


5' -most EST 


jC-gmle01810049b07dl 


Seq. No. 


12152 


Contig ID 


23814 1.R1040 


5' -most EST 


jC-gmle01810021h09al 


Method 


BLASTX 




rrl HOI 7Dft 


BLAST score 


372 


E value 


2.0e-35 


Match length 


121 


% identity 


58 


NCBI Description 


(D64004) NifS [Synechocystis sp.] 


Seq. No. 


12153 



2115 




Contig ID 


23818 1.R1040 


5 1 -most EST 


fde700872768.hl 


Method 


BLASTN 






BLAST score 


211 


E value 


1.0e-115 


Match length 


759 


3r i Won't - "i f~ \t 




NCBI Description 


Glycine max valosin-containing protein mRNA, complete cds 


Seq. No. 


12154 


Contig ID 


23819 1.R1040 


5 '-most EST 


rca701002447.hl 


Seq. No. 


12155 


Contig ID 


23821 1.R1040 


5' -most EST 


xpa700797865.hl 


Method 


BLASTX 


NCBI GI 


g4455261 


T3T.7V Q<p qp^ r p 
Ditnu 1 oLUlc 




E value 


4.0e-59 


Match length 


141 


% identity 


78 


NCBI Description 


(AL035353) protein kinase-like protein [Arabidopsis 




thaliana] 


Seq. No. 


12156 


Contig ID 


23821 2.R1040 


5 '-most EST 


wrg700787326.h2 


Method 


BLASTX 


NCBI GI 


g4455261 


Di_xiiD± score 


D f / 


E value 


1.0e-59 


Match length 


141 


% identity 


77 


NCBI Description 


(AL035353) protein kinase-like protein [Arabidopsis 




thaliana] 


Seq. No. 


12157 


Contig ID 


23821 3.R1040 


5' -most EST 


sat701008435.hl 


Method 


BLASTX 


NCBI GI 


g4538939 


BLtFioi. score 




E value 


1.0e-13 


Match length 


51 


% identity 


71 


NCBI Description 


(AL049483) Col-0 casein kinase I-like protein [Arabidopsi 




thaliana] 


Seq. No. 


12158 


Contig ID 


23821 4.R1040 


5' -most EST 


zhf700964960.hl 


Method 


BLASTX 


NCBI GI 


g4538939 


BLAST score 


247 


E value 


2.0e-21 



2116 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 
72 

(AL049483) Col-0 casein kinase I-like protein [Arabidopsis 
thaliana] 

12159 

23823_1.R1040 

LIB3170-057-Q1-K1-C11 

BLASTX 

g4467144 

314 

1.0e-28 

67 
88 

(AL035540) putative phosphatidylinositol synthase 
[Arabidopsis thaliana] 

12160 

23823_2.R1040 

fC-gmro700866722al 

BLASTX 

g4467144 

678 

2.0e-71 

140 
88 

(AL035540) putative phosphatidylinositol synthase 
[Arabidopsis thaliana] 

12161 

23823_3.R1040 

LIB3092-018-Q1-K1-B4 

BLASTX 

g3367632 

420 

3.0e-41 

99 
79 

(AJ000539) 
thaliana] 



phosphatidylinositol synthase [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 



12162 

23823_4.R1040 

vwf700679555.hl 

BLASTX 

g4467144 

337 

1.0e-31 

75 

84 

(AL035540) putative phosphatidylinositol synthase 
[Arabidopsis thaliana] 

12163 

23824JL.R1040 

LIB3092-017-Q1-K1-E10 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4006878 
555 

1.0e-56 

196 
56 

(Z99707) MAP3K-like protein kinase [Arabidopsis thaliana] 
12164 

23824_2.R1040 

LIB3139-063-P1-N1-G3 

BLASTX 

g4006878 

339 

1.0e-31 

124 

(Z99707) MAP3K-like protein kinase [Arabidopsis thaliana] 
12165 

23825_1.R1040 

pxt700941263.hl 

BLASTX 

gll74870 

178 

8.0e-13 

60 

63 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 8 . 0 KD PROTEIN 
>gi_633685_emb_CAA55861_ (X79274) ubiquinol— cytochrome c 
reductase [Solanum tuberosum] 

12166 

23825^2. R1040 

pxt700945709.hl 

BLASTX 

gl!74870 

258 

3.0e-22 

73 

70 

UBIQUINOL- CYTOCHROME C REDUCTASE COMPLEX 8.0 KD PROTEIN 
>gi_633685_emb_CAA55861_ (X7 9274) ubiquinol —cytochrome c 
reductase [Solanum tuberosum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



12167 

23826_1.R1040 

bth700848406.hl 

BLASTX 

g4138853 

3027 

0.0e+00 

636 

92 

(AF098272) ethylene response sensor [Vigna radiata] 
12168 

23827 1.R1040 
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# 

5" -most EST zsg701126834 . hi 

Method BLASTX 

NCBI GI g2335108 

BLAST score 368 

E value 1.0e-35 

Match length 83 

% identity 82 , t 

NCBI Description (AC002339) putative isulinase [Arabidopsis thaliana] 

Seq. No. 12169 

Contig ID 23828 J. .R1040 

5 f -most EST leu701145260 .hi 

Method BLASTX 

NCBI GI g322752 

BLAST score 291 

E value 7.0e-26 

Match length 131 

% identity 4 4 

NCBI Description auxin-independent growth promoter - Nicotiana tabacum 

>gi_559921_emb_CAA56570_ (X80301) axi 1 [Nicotiana tabacum] 

Seq. No. 12170 

Contig ID 23829_1 .R1040 

5' -most EST fde700872266 .hi 

Method BLASTX 

NCBI GI g4371295 

BLAST score 595 

E value 3.0e-61 

Match length 156 

% identity 82 

NCBI Description (AC006260) putative CCAAT-binding transcription factor 
[Arabidopsis thaliana] 

12171 

23829_2.R1040 
rlr700902444.hl 
BLASTX 
g!15840 
222 

8.0e-18 
66 
76 

CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y 
PROTEIN CHAIN B) (NF-YB) (CAAT-BOX DNA BINDING PROTEIN 
SUBUNIT B) 

Seq. No. 12172 

Contig ID 23832_1 . R1040 

5 '-most EST uC-gmrominsoyl54d06bl 

Method BLASTX 

NCBI GI g4567250 

BLAST score 423 

E value 2.0e-41 

Match length 211 

% identity 44 t 
NCBI Description (AC007070) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2119 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
•Match length 
% identity 
NCBI Description 



12173 

23833JL.R1040 

kll701206971.hl 

BLASTX 

g40€3752 

386 

4.0e-37 

117 

61 

(AC005851) unknown protein [Arabidopsis thaliana] 
>gi_4510410_gb_AAD21496.1_ (AC006929) unknown protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



12174 

23833_2.R1040 
uxk700669926.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12175 

23835_1.R1040 

LIB3051-002-Q1-E1-B6 

BLASTN 

g3241920 

53 

2.0e-20 

259 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAE1, complete sequence [Arabidopsis thaliana] 

12176 

23842_1.R1040 

LIB3170-040-Q1-K1-F5 

BLASTX 

g3193291 

451 

7.0e-45 

117 

68 

(AF069298) Similar to DNA mismatch repair protein; T14P8.6 
[Arabidopsis thaliana] 

12177 

23844_1.R1040 

LIB3107-016-Q1-K1-D2 

BLASTX 

g4185141 

149 

2.0e-09 

62 

58 

(AC005724) putative calmodulin-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



12178 

23844_2.R1040 

uC-gmropic078h07bl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4185141 
1298 

1.0e-143 

399 

66 

(AC005724) 
thaliana] 



putative calmodul in-binding protein [Arabidopsis 



12179 

23848JL.R1040 

jC-gmro02910021c03dl 

BLASTX 

gl769898 

559 

2.0e-57 

167 

61 

(Y08010) lectin receptor kinase [Arabidopsis thaliana] 
12180 

23849JL.R1040 

LIB3170-040-Q1-K1-D5 

BLASTX 

g2244974 

325 

4.0e-30 

113 

59 

(Z97340) similarity to pore protein Pisum sativum 
[Arabidopsis thaliana] 

12181 

23849_2.R1040 
LIB3072-04 9-Q1-K1-A4 

12182 

23850__1.R1040 

hyd700725374.hl 

BLASTX 

g4262224 

185 

7.0e-26 

103 

57 

(AC006200) putative amino acid or GABA permease 
[Arabidopsis thaliana] 

12183 

23851J..R1040 

LIB3051-061-Q1-K1-G7 

BLASTX 

g2621563 

344 

2.0e-32 

126 

52 

(AE000833) ATP-dependent RNA helicase, eIF-4A family 



2121 



[Methanobacterium thermoautotrophicum] 



Seq. No. 


12184 


Contig ID 


23869 1.R1040 


5' -most EST 


zpv700759117.hl 


Method 


BLASTX 


NCBI GI 


g4467147 


BLAST score 


983 


E value 


1.0e-107 


Match length 


279 


% identity 


70 


NCBI Description 


(AL035540) putative protein 


Seq, No. 


12185 


Contig ID 


23870_1.R1040 


5 '-most EST 


LIB3051-078-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g4455169 


BLAST score 


511 


E value 


1. Oe-51 


Match length 


167 


% identity 


59 


NCBI Description 


(AL035521) putative aldehyd* 




thaliana] 


Seq. No. 


12186 


Contig ID 


23872JL.R1040 


5 '-most EST 


uC-gmropic005e05bl 


Method 


BLASTN 


NCBI GI 


g4115535 


BLAST score 


350 


E value 


0.0e+00 


Match length 


809 


% identity 


86 


NCBI Description 


Vigna mungo UFGlyT mRNA for 




glycosyltransferase, partia. 


Seq, No. 


12187 


Contig ID 


23872 3.R1040 


5 1 -most EST 


uaw700662225.hl 


Method 


BLASTX 


NCBI GI 


g4115536 


BLAST score 


275 


E value 


6.0e-35 


Match length 


94 


% identity 


80 


NCBI Description 


(AB012115) UDP-glycose:flav 




mungo ] 


Seq. No. 


12188 


Contig ID 


23874 1.R1040 


5' -most EST 


LIB3051-102-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3702324 


BLAST score 


149 


E value 


3.0e-09 


Match length 


145 
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% identity 28 

NCBI Description (AC005397) hypothetical protein [Arabidopsis 



Seq. No. 12189 

Contig ID 23875JL . R1040 

5' -most EST LIB3051-094-Q1-K1-H5 

Method BLASTX 

NCBI GI g2852447 

BLAST score 154 

E value 3.0e-14 

Match length 59 

% identity 69 

NCBI Description (D88206) protein kinase [Arabidopsis thaliana] 

Seq. No. 12190 

Contig ID 23877JL . R1040 

5 '-most EST uC-gmropic041hl2bl 

Method BLASTX 

NCBI GI g2909583 

BLAST score 27 6 

E value 3.0e-24 

Match length 147 

% identity 42 

NCBI Description (AL021926) oxcA [Mycobacterium tuberculosis] 

Seq. No. 12191 

Contig ID 23878_2 .R1040 

5 T -most EST LIB3167-023-P4-K4-A3 

Method BLASTX 

NCBI GI g4314370 

BLAST score 375 

E value 3.0e-55 

Match length 210 

% identity 59 

NCBI Description (AC006340) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 12192 

Contig ID 23878_3 . R1040 

5 '-most EST LIB3051-117-Q1-K1-E4 

Method BLASTX 

NCBI GI g4314370 

BLAST score 248 

E value 2.0e-21 

Match length 102 

% identity 49 

NCBI Description (AC006340) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 12193 

Contig ID 23879_1 . R1040 

5' -most EST uC-gmrominsoy222h03bl 

Method BLASTX 

NCBI GI g418596 

BLAST score 482 

E value 2.0e-48 

Match length 165 

% identity 52 

NCBI Description PUTATIVE 40S RIBOSOMAL PROTEIN YHR148W 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_485540_pir S33911 hypothetical protein YHR148w - yeast 

(Saccharomyces cerevisiae) >gi_4014_emb_CAA49237_ (X69480) 
uORFl [Saccharomyces cerevisiae] >gi_500654 (U10397) 
Yhrl48wp [Saccharomyces cerevisiae] 

12194 

23879_2.R1040 

LIB3051-069-Q1-K1-D2 

BLASTX 

g418596 

208 

2.0e-16 

76 
47 

PUTATIVE 4 OS RIBOSOMAL PROTEIN YHR148W 

>gi_485540_pir S33911 hypothetical protein YHR148w - yeast 

(Saccharomyces cerevisiae) >gi_4014_emb_CAA4 9237_ (X69480) 
uORFl [Saccharomyces cerevisiae] >gi_500654 (U10397) 
Yhrl48wp [Saccharomyces cerevisiae] 

12195 

23883JL.R1040 

LIB3G51-113-Q1-K1-D2 

BLASTX 

g3080426 

221 

2.0e-27 

116 

50 

(AL022604) putative protein [Arabidopsis thaliana] 
12196 

23884JL.R1040 

g5057446 

BLASTN 

g2605509 

63 

1.0e-26 

123 
89 

Glycine max mRNA for alpha subunit of beta conglycinin, 
complete cds 

12197 

23885JL.R1040 

fde700876309.hl 

BLASTX 

g2492512 

983 

1.0e-106 

390 

54 

CELL DIVISION PROTEIN FTSH HOMOLOG 3 

>gi_JL652556jdbj_BAA17477_ (D90906) cell division protein 
FtsH [Synechocystis sp.] 



Seq. No. 



12198 
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Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



23906JL.R1040 

LIB3170-037-Q1-K1-B9 

BLASTX 

g!669655 

540 

6.0e-55 

123 

78 

(X95962) CER3 [Arabidopsis thaliana] 
12199 

23908_1.R1040 

LIB3051-054-Q1-K2-D4 

BLASTX 

g3193300 

389 

1.0e-37 

158 

52 

(AF0692 98) No definition line found [Arabidopsis thaliana] 
12200 

23910_1.R1040 

LIB3051-114-Q1-K1-F2 

BLASTX 

g3287693 

946 

1.0e-103 

200 

88 

(AC003979) Similar to LIM17 gene product gb_1653769 from 
the genome of Synechocystis sp. gb_D90916. [Arabidopsis 
thaliana] 

12201 

239UJ..R1040 

awf700836848.hl 

BLASTX 

g3695408 

208 

3.0e-16 

85 
47 

(AF096373) contains similarity to Solanum lycopersicum 
(tomato) wound-induced protein (GB:X59882) [Arabidopsis 
thaliana] >gi_4538956_emb_CAB39780 . 1_ (AL049488) probable 
wound-induced protein [Arabidopsis thaliana] 

12202 

23912_1.R1040 

LIB3051-066-Q1-K1-D4 

BLASTX 

g3021270 

405 

6.0e-39 

224 

38 
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NCBI Description 



(AL022347) serine/threonine kinase -like protein 
[Arabidopsis thaliana] 



064. LNO • 


12203 


Contig ID 


23915 1.R1040 


5' -most EST 


LIB3106-043-Q1-K1-F12 


Method. 








"DT 7\ CT nnAvn 

oLiAb i score 




E value 




ixiaucn _Leny lii 


24 6 


^ identity 




JML*D± uesciipLiun 


(AF007269) A IG002N01.4 gene 


beq. no. 


1 9904 


Contig ID 


23916 1.R1040 


5 '-most EST 


LIB3093-033-Q1-K1-B3 


Met no o. 






rr44 SS34 "5 


BLAST score 


O / j 


E value 


9 Ho— 41 


lYiaucn ±eiiyLii 


14^ 


% identity 


£4 


NCBI Description 


/7iT^'3R^99^ rMii-ai*i ^rc* ■nT*ri'f~f :i i n 
\ rilivj O j O Z Z y puuaLivc piuucni 


Seq. No. 


1 9 90R 


Contig ID 


23917 1.R1040 


5 '-most EST 


LIB3138-127-Q1-N1-H7 


Method 


Oiji-iO 1 A 


NOrSl bl 


y ju 3D J J J 


BLAST score 


JU / 


E value 


j . ue —<io 


Maxzcn lengun 


91 n 


% identity 


o u 


NCBI Description 




beq. wo. 




Contig ID 


23917 2.R1040 


5' -most EST 


vwf 700677978. hi 


Metnoa 


rt a^ty 


NCBI GI 


gou y d y od 


BLAST score 


10 j 


E value 


j . ue-iu 


Match lengtn 


j4 


% identity 


c; q 


NCBI Description 


/7\T nO^HQyi ^ mif af-l ttq r^T~r**+" £± "1 Ti 
jU y *t / putaLlve pi (J L-tr m 


beq. no . 


1 9907 


^OIlLiy XL/ 


23918 1.R1040 


5 '-most EST 


bth700846355.hl 


Method 


BLASTX 


NCBI GI 


g3540181 


BLAST score 


303 


E value 


2.0e-27 


Match length 


181 


% identity 


38 


NCBI Description 


(AC004122) Unknown protein 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12208 

23918_2.R1040 
LIB3170-060-Q1-K1-H1 

12209 

23919_1.R1040 

LIB3051-098-Q1-K1-A7 

BLASTX 

g2204077 

193 

I.0e-14 

118 

38 

(D85623) extracellular insoluble cystatin [Caucus carota] 
12210 

23921JL.R1040 

hyd700727650,hl 

BLASTX 

g2262105 

1121 

1.0e-123 

479 

47 

(AC002343) unknown protein [Arabidopsis thaliana] 
12211 

23921_2.R1040 
jC-gmf!02220054c01al 

12212 

23922_1.R1040 

jC-gmro02800043c03al 

BLASTX 

g2961352 

762 

9.0e-81 

380 
49 

(AL022140) putative protein [Arabidopsis thaliana] 
12213 

23922_2.R1040 
LIB3093-042-Q1-K1-E1 

12214 

23922_3.R1040 

jC-gmro02800026f07al 

BLASTX 

g2961352 

448 

2.0e-44 

198 
57 

(AL022140) putative protein [Arabidopsis thaliana] 
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Seq. No. 


12215 


Contig ID 


23922 4.R1040 


5' -most EST 


LIB3051-068-Q1-K1-G8 


Method 


BLASTX 


NPBT GT 


a2961352 


BLAST score 


155 


E value 


2.0e-10 


Match length 


66 


% identity 


47 


NCBI Description 


(AL022140) putative protein [Arabidopsis thaliana] 


Seq. No. 


12216 


Contig ID 


23925 1.R1040 


5 '-most EST 


LIB3051-033-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 




BLAST score 


421 


E value 


2.0e-41 


Match length 


97 


% identity 


77 


NCBI Description 


(AC004697) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


12217 


Contig ID 


23925 2.R1040 


5 '-most EST 


uxk700669977.hl 


Method 


BLASTX 


NPRT GT 




BLAST score 


256 


E value 


2.0e-22 


Match length 


71 


% identity 


70 


NCBI Description 


(AC004697) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


12218 


Contig ID 


23927 1.R1040 


5' -most EST 


LIB3051-101-Q1-K1-D12 


Method 


BLASTX 


WCRT GT 


K£ *J Q *± 1 


BLAST score 


604 


E value 


7.0e-63 


Match length 


134 


% identity 


84 


NCBI Description 


(AF013293) No definition line found [Arabidopsis thai 


Seq. No. 


12219 


Contig ID 


23931_1.R1040 


5' -most EST 


uC - gmr omins oy2 1 4 c 0 7bl 


Method 


BLASTX 


NCRT GT 




BLAST score 


572 


E value 


7.0e-59 


Match length 


117 


% identity 


77 


NCBI Description 


(AF049930) PGP237-11 [Petunia x hybrida] 


Seq. No. 


12220 


Contig ID 


23932JUR1040 
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5' -most EST pmv700890663.hl 

Method BLASTX 

NCBI GI g3378491 

BLAST score 275 

E value 3.0e-24 

Match length 86 

% identity 62 

NCBI Description (AJ007578) pRIB5 protein [Ribes nigrum] 

Seq. No. 12221 

Contig ID 23933_1.R1040 

5 '-most EST g4314031 

Method BLASTX 

NCBI GI gll68470 

BLAST score 321 

E value 1.0e-29 

Match length 92 

% identity 70 , 

NCBI Description PROTEIN KINASE APK1A >gi_282877_pir S28615 protein kinase, 

tyrosine/serine/threonine-specific (EC 2.7.1.-) - 
Arabidopsis thaliana >gi_217829_dbj_BAA02092_ (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 

Seq. No. 12222 

Contig ID 23934_1 .R1040 

5' -most EST dpv701097018 .hi 

Method BLASTX 

NCBI GI g2055230 

BLAST score 488 

E value 9.0e-49 

Match length 172 

% identity 59 

NCBI Description (AB000130) SRC2 [Glycine max] 

Seq. No. 12223 

Contig ID 23951JL . R1040 

5' -most EST g4294730 

Method BLASTX 

NCBI GI g4567262 

BLAST score 535 

E value 1.0e-54 

Match length 121 

% identity 79 

NCBI Description (AC006841) putative ubiquitin [Arabidopsis thaliana] 

Seq. No. 12224 

Contig ID 23953_1 . R1040 

5' -most EST uC-gmrominsoyl22c01bl 

Method BLASTN 

NCBI GI g!086988 

BLAST score 381 

E value 0.0e+00 

Match length 942 

% identity 85 . 

NCBI Description plasma membrane H(+)-ATPase [Vicia faba, Otafuku, abaxial 
epidermis, guard cells protoplasts, mRNA, 3319 nt] 
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Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12225 

23956_1.R1040 

LIB3051-061-Q1-K1-F1 

BLASTX 

g4539306 

341 

8.0e-32 

108 

18 

(AL049480) pumilio-like protein [Arabidopsis thaliana] 
12226 

23983_1.R1040 

jex700903803.hl 

BLASTX 

g4454039 

361 

2.0e-34 

152 
54 

(AL035394) putative Na+/H+-exchanging protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 f -most EST 



12227 

23986_1.R1040 
LIB3094-102-Q1-K1-G7 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12228 

23987JL.R1040 

LIB3094-089-Q1-K1-B6 

BLASTX 

gl25606 

980 

1.0e-106 

4 92 

45 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_100463_pir S12248 

pyruvate kinase (EC 2.7.1.40) - potato 

>gi_2257 6_emb_CAA37727_ (X53688) pyruvate kinase [Solanum 
tuberosum] 



Seq. No. 
Contig ID 
5' -most EST 



12229 

23987__2.R1040 
fC-gmse7000755843rl 



Seq. No. 
Contig ID 
5' -most EST 



12230 

23987_4.R1040 
LIB3139-092-P1-N1-A2 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



12231 

23988_1.R1040 

uC-gmropic071c06bl 

BLASTX 

g3548819 

233 

4.0e-19 



2130 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

137 
42 

(AC005313) putative heterogeneous nuclear ribonucleoprotein 
[Arabidopsis thaliana] 

12232 

23989_1.R1040 

vwf700676033.hl 

BLASTX 

g2244850 

307 

6.0e-28 

130 

54 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
12233 

23995_1.R1040 

LIB3051-108-Q1-K1-F8 

BLASTX 

g3157949 

769 

6.0e-82 

234 

62 

(AC002131) Similar to glucan endo-1, 3-beta-D-glucosidase 
precursor gb_Z28697 from Nicotiana tabacum. ESTs gb_Z18185 
and gb_AA605362 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


12234 


Contig ID 


24008 1.R1040 


5' -most EST 


asj700967304.hl 


Method 


BLASTX 


NCBI GI 


g3618316 


BLAST score 


403 


E value 


3.0e-39 


Match length 


105 


% identity 


74 


NCBI Description 


(AB001886) zinc 


Seq. No. 


12235 


Contig ID 


24009 1.R1040 


5' -most EST 


pmv700891343.hl 


Method 


BLASTX 


NCBI GI 


g2459443 


BLAST score 


597 


E value 


6.0e-62 


Match length 


182 


% identity 


60 


NCBI Description 


(AC002332) putat 



dehydrogenase [Arabidopsis thaliana] 

Seq. No. 12236 

Contig ID 24013_1 . R1040 

5' -most EST LIB3051-039-Q1-K1-G6 

Method BLASTX 

NCBI GI g4204295 
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BLAST score 


207 


E value 


2.0e-16 


rid. i_ oil -Ltiiiy Lii 


81 




54 


NUriX uescrip liuii 


(AC003027) lcl prt seq No definition line found 


r Ar*^h"i Hnnq "i <=; rhalianal 


OtrC^, LNvJ • 


12237 


LOnuly ID 


94014 1 R1040 


S'-mn^r F.ST 


seb700650637 .hi 


Method 


Dlxf-lO 1 A. 


NCBI GI 


gl339949 


BLAST score 


466 


F iTa 1 no 

I_> V CI J- LiC 


4 . Oe-46 


rJa LC-ii icily 


253 


-s laeriLity 


40 


M/^O T PlO GOT"! T^i "l~ 1 ATI 


(n8S230} hvoothetical protein [Plectonema boryanum] 


OCL]t 1NU • 


12238 


/"•c^rrf- -i rr T Pi 
UOJluly -LL/ 


94016 1 R1040 




sat701009759.hl 


Method 




NCBI GI 


g2760327 


BLAST score 


669 


~C tt o 1 no 

£Li ValUc 




Match length 


9 n ^ 


% identity 


A ^ 


NCBI Description 


^(^0091^0^ F1NF91 19 r Arabidoosis thalianal 


Seq. No. 


1 99^Q 

XZ Z O -? 


uont-ig 1U 


9 4 01 fi 9 R1 040 


D IuOSu Hio i 


rlr700Q01^38 hi 






NCBI GI 


g4126809 


BLAST score 


192 


XT' TTO 1 11Q 


8 Oe-20 


Maf ph 1 pnrrf h 


74 


~5 ldcIlLl Ly 


40 


JNL/Di Description 


fAR0l704?^ ryl vnxal ase I fOrvza satival 


beq. ino . 


1 9940 

J_ ^1 ji, *± u 


Lontig ijj 


94017 1 R1 040 


0 ItlOSC &O 1 


nmv70?TR^1 978 hi 


Method 


rSliAb 1 A 


NCBI GI 


g2642158 


BLAST score 


746 


ill ValUc 


5 . Oe-79 


L v ia ten lenytn 


7 A 

il. y u 


^ laentiiy 


^1 


nubi Description 


fz\pno*^ooo\ hxmoi-hpr i pal nrotein TArabidoosis thalianal 


beq. wo. 


19 9 41 


Contig ID 


24018_1.R1040 


5 T -most EST 


uC-gmropic091c07bl 


Method 


BLASTX 


NCBI GI 


g2911072 


BLAST score 


306 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



1.0e-27 

141 
52 

(AL021960) 



putative protein [Arabidopsis thaliana] 



12242 

24022_1.R1040 

LIB3051-069-Q1-K1-G10 

BLASTX 

g4102839 

594 

1.0e-61 

148 
78 

(AF016713) LeOPTl [Lycopersicon esculentum] 
12243 

24042_1.R1040 

jsh701064633.hl 

BLASTX 

g2791900 

574 

4.0e-59 

176 

61 

(AJ000057) PP7 [Arabidopsis thaliana] 
12244 

24042_2.R1040 
crh700850920.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12245 

24043_1.R1040 

uC-gmrominsoyl56d01bl 

BLASTX 

gl076389 

482 

2.0e-48 

106 

90 

protein phosphatase 2A pDFl - Arabidopsis thaliana 
>gi_683502_emb_CAA57528_ (X82002) protein phosphatase 2A 65 
kDa regulatory subunit [Arabidopsis thaliana] 

12246 

24043_2.R1040 

dpv701100475.hl 

BLASTX 

gl076389 

458 

9.0e-46 

103 

53 

protein phosphatase 2A pDFl - Arabidopsis thaliana 
>gi_683502_emb_CAA57528_ (X82002) protein phosphatase 2A 65 
kDa regulatory subunit [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12247 

24044_1.R1040 

vzy700756622.hl 

BLASTX 

g3132470 

559 

2.0e-57 

204 

54 

(AC003096) unknown protein [Arabidopsis thalrana] 
12248 

24060__1.R1040 

LIB3051-097-Q1-K1-A11 

BLASTX 

g585110 

443 

3.0e-75 

242 

61 

ELECTRON TRANSFER FLAVOPROTEIN BETA-SUBUNIT (BETA-ETF) 

>gi 47 9194_pir S32482 electron transfer flavoprotein beta 

chain - human >gi_2781203j?db_lEFV_B Chain B, 
Three-Dimensional Structure Of Human Electron Transfer 
Flavoprotein To 2.1 A Resolution >gi__297902_emb_CAA50441_ 
(X71129) electron transfer flavoprotein beta subunit [Homo 
sapiens] >gi_4503609_ref_NP_00197 6 . l_pETFB_ 
electron-transfer-flavoprotein, beta polypeptide 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12249 

24064__1.R1040 

LIB3051-096-Q1-K1-G4 

BLASTX 

g3150239 

223 

3.0e-18 
126 
43 

(AL023635) 
leprae] 



hypothetical protein MLCB1243.38 [Mycobacterium 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



12250 

24066_1.R1040 

LIB3051-103-Q1-K1-G4 

BLASTX 

g3522943 

670 

2.0e-70 

177 

38 

(AC004411) putative p-glycoprotein [Arabidopsis thaliana] 
12251 

24067J..R1040 

LIB3051-097-Q1-K1-A7 

BLASTX 

g3608153 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



228 

9.0e-19 

100 

59 

(AC005314) hypothetical protein [Arabidopsis thaliana] 
12252 

24068_1.R1040 

rlr700900606.hl 

BLASTX 

g2275196 

616 

6.0e-64 
150 

(AC002337) water stress-induced protein, WSI7 6 xsolog 
[Arabidopsis thaliana] 

12253 

24070J..R1040 
seb700649615.hl 



12254 

24070_2.R1040 
dpv701100168.hl 

12255 

24071J..R1040 

LIB3138-064-Q1-N1-A7 

BLASTX 

g2160172 

396 

1.0e-62 
222 

52 ^ n , 

(AC000132) No definition line found [Arabidopsxs thalranaj 

12256 

24074_1.R1040 

LIB3051-016-Q1-E1-B1 

BLASTX 

g3047085 

770 

3.0e-82 
168 

84 , 
(AF058914) No definition line found [Arabidopsis thaliana] 

12257 

24077_1.R1040 

LIB3109-038-Q1-K1-H11 

BLASTX 

g3080426 

964 

1.0e-104 

307 

62 
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NCBI Description 


(AL022604) putative protein [Arabidopsis thaliana] 


Seq. No. 


12258 


Contig ID 


24081 1.R1040 


5 '-most EST 


rlr700895918.hl 


Method 


BLASTX 


NCBI GI 


g2914703 


BLAST score 


718 


E value 


5.0e-7 6 


Match length 


216 


% identity 


60 


NCBI Description 


(AC003974) unknown protein [Arabidopsis thaliana] 


Seq. No. 


12259 


Contig ID 


24090 1.R1040 


5' -most EST 


LIB3051-030-Q1-K1-B11 


Mpthod 


BLASTX 


NCBI GI 


gl679803 


RT.AST score 


320 


E value 


1.0e-29 


Match length 


125 


% identity 


52 


NCBI Description 


(D87545) histidine kinase homolog [Arabidopsis thaliana 


>gi 2529684 (AC002535) histidine kinase homolog 




[Arabidopsis thaliana] 


Sea. No. 


12260 


Contig ID 


24091 1.R1040 


5' -most EST 


leu701156670.hl 




BLASTX 


NCBI GI 


g2661412 


BLAST score 


1288 


E value 


1.0e-142 


Match length 


344 


% identity 


70 


NCBI Description 


(AJ000728) MAP kinase kinase [Lycopersicon esculentum] 


Seq. No. 


12261 


Contig ID 


24091 3.R1040 


5' -most EST 


gsv701049930.hl 


Mpt hod 


BLASTX 


NCBI GI 


g2661412 


BLAST score 


363 


E value 


2.0e-34 


Match length 


107 


% identity 


68 


NCBI Description 


(AJ000728) MAP kinase kinase [Lycopersicon esculentum] 


Seq. No. 


12262 


Contig ID 


24091 4.R1040 


5' -most EST 


epx701105767.hl 


Method 


BLASTX 


NCBI GI 


g2661412 


BLAST score 


166 


E value 


8.0e-12 


Match length 


43 


% identity 


74 
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NCBI Description (AJ000728) MAP 



kinase kinase [Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



12263 

24093JL-R1040 

jsh701064286.hl 

BLASTX 

g4455323 

1079 

1.0e-120 

324 
6 9 

(AL035525) aminopeptidase-like protein [Arabidopsis 
thaliana] 

12264 

24094_1.R1040 

crh700856192.hl 

BLASTX 

g3914056 

605 

5.0e-63 

145 

77 

DNA MISMATCH REPAIR PROTEIN MSH2 >gi_2522362 (AF002706) 
MutS homolog 2 [Arabidopsis thaliana] >gi_2522364 
(AF003005) MutS homolog 2 [Arabidopsis thaliana] 
>gi 2547236 (AF026549) DNA mismatch repair protein MSH2 
[Arabidopsis thaliana] 

12265 

24095_1.R1040 

LIB3051-117-Q1-K1-G12 

BLASTX 

g2583118 

544 

1.0e-55 

180 

63 , 
(AC002387) hypothetical protein [Arabidopsis thaliana] 

12266 

24096_1.R1040 

jC-gmro02910051a03al 

BLASTX 

g3172538 

737 

3.0e-78 

195 

80 

(AF067789) t SNARE AtTLG2p [Arabidopsis thaliana] 
12267 

24096_2.R1040 

LIB3051-117-Q1-K1-G8 

BLASTX 

g3172538 

270 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



6.0e-24 

91 

62 

(AF067789) t SNARE AtTLG2p [Arabidopsis thaliana] 
12268 

24098_1.R1040 

LIB3051-025-Q1-K1-H10 

BLASTX 

g2642430 

410 

1.0e-39 

143 

66 

(AC002391) putative AP2 domain containing protein 
[Arabidopsis thaliana] 

12269 

24103_1.R1040 

rlr700902130.hl 

BLASTX 

g4165025 

243 

7.0e-20 

159 

36 

(AF043611) zinc-finger protein MCG4 [Homo sapiens] 
12270 

24103_2.R1040 

uC-gmropic034hllbl 

BLASTX 

g4165025 

147 

3.0e-09 

79 

41 

(AF043611) zinc-finger protein MCG4 [Homo sapiens] 
12271 

24108_1.R1040 

xpa700796695.hl 

BLASTX 

g3643085 

541 

4.0e-55 

154 

68 

(AF075580) protein phosphatase-2C; PP2C [Mesembryanthemum 
crystallinum] 

12272 

24110JL.R1040 

LIB3051-050-Q1-K1-H10 

BLASTX 

g3805962 

445 
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E value 6.0e-44 

Match length 140 

% identity 56 , 

NCBI Description (Y13772) laccase [Populus balsamifera subsp. trxcnocarpaj 





Seq. No. 


12273 




Lonxxg xu 


94199 1 R1040 




5 -most Eoi 


y>\/H7n"n79 c ii 8? hi 




Method 


r>J_ii-\iD i A 




NCBI GI 


rrl 8061 AD 




dJ-iAoI score 


1 922 

X Z/ e~ 




E value 


n Oo+oo 




Match lengtn 


419 




Q, t W /"n 4— -1 T T 

-6 laeni-iuy 


9,1 




NCBI Description 


/vqt^i 4^ /-«r}^9MQp rM^Hi raao satival 




Seq. No. 


12274 




Contig ID 


94 1 9 A 1 R1 040 




5 -most EST 


ssr / uuoooo / d .ii-L 




Method 






NCBI GI 


gxzoo yox 




BLAbi score 


74 Q 




E value 






Match lengtn 


i £1 

X DX 


i'S. 


% identity 


ft 1 

O -L 


srir, 


NCBI Description 






Seq. No. 


12275 




Contig ID 


24125 1.R1040 




5' -most EST 


sat701011742.hl 




Method 


BLASTX 




NCBI GI 


g3044214 




BLAST score 


1417 




E value 


1.0e-157 




Match length 


327 




% identity 


82 




NCBI Description 


(AF057044) acyl-CoA oxidase [Arabidop 



Seq. No. 12276 

Contig ID 24126_1.R1040 

S'-most EST kll701207658.hl 

Method BLASTX 

NCBI GI g3560183 

BLAST score 324 

E value 6.0e-30 

Match length 116 

% identity 53 

NCBI Description (AL031517) conserved hypothetical protexn 
[Schizosaccharomyces pombe] 



Seq. No. 12277 

Contig ID 24126_2 . R1040 

5 T -most EST gsv701049179.hl 

Seq. No. 12278 

Contig ID 24127_1 .R1040 

5 '-most EST hrw701062404.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



BLASTX 

g3687223 

205 

7.0e-16 

112 

46 

(AC005169) hypothetical protein [Arabidopsis thalxana] 
12279 

24128_1.R1040 

wvk700685734.hl 

BLASTX 

gll69544 

1138 

0.0e+00 

471 

70 

ERD1 PROTEIN PRECURSOR >gi_541859_pir JN0901 ERD1 protein 

- Arabidopsis thaliana >gi_4 97 629_dbj_BAA04506_ (D17582) 
ERD1 protein [Arabidopsis thaliana] 

12280 

24129JL.R1040 

tku700646368.hl 

BLASTX 

g2190187 

371 

1.0e-35 

149 

54 

(D64087) nuclear matrix constituent protein 1 (NMCP1) 
[Daucus car ota] 

12281 

24180_1.R1040 

LIB3109-009-Q1-K1-D12 

BLASTX ^ . 

g2271477 

1475 

0.0e+00 

397 

87 

(AF009631) AP47/50p [Arabidopsis thaliana] 
12282 

24180_2.R1040 

gsv701043786.hl 

BLASTX 

g2271477 

310 

1.0e-28 

62 

94 

(AF009631) AP47/50p [Arabidopsis thaliana] 
12283 

24197 2.R1040 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



dpv701100585.hl 

BLASTX 

g3176725 

157 

2.0e-10 

62 

47 

(AC002392) unknown protein [Arabidopsis thaliana] 
12284 

24198JL.R1040 

LIB3051-007-Q1-E1-G7 

BLASTX 

g4510371 

315 

7.0e-29 

141 

48 

(AC007017) putative harpin-induced protein [Arabidopsis 
thaliana] 



Seq. No. 12285 

Contig ID 24198_2 .R1040 

5 T -most EST uC-gmropic008c05bl 

Method BLASTX 

NCBI GI g4510371 

BLAST score 331 

E value 8.0e-31 

Match length 139 

% identity 50 

NCBI Description (AC007017) putative harpin-induced protein [Arabidopsis 
thaliana] 



Seq. No. 12286 

Contig ID 24228 JL . R1040 

5' -most EST LIB3051-106-Q1-K1-B1 

Method BLASTN 

NCBI GI g!8662 

BLAST score 114 

E value 3.0e-57 

Match length 27 9 

% identity 92 

NCBI Description Glycine max hsp 70 gene 

Seq. No. 12287 

Contig ID 24230_1 . R1040 

5' -most EST jC-gmle01810053b05al 

Method BLASTX 

NCBI GI g2827520 

BLAST score 425 

E value 2.0e-41 

Match length 244 

% identity 40 

NCBI Description (AL021633) receptor kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 



12288 
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Contig ID 24230_2.R1040 

5' -most EST uC-gmropic!02dl0bl 

Method BLASTX 

NCBI GI g2827520 

BLAST score 253 

E value 1.0e-21 

Match length 157 

% identity 40 

NCBI Description (AL021633) receptor kinase - like protein [Arabidopsis 
thaliana] 

Seq. No. 12289 

Contig ID 24231_1. R1040 

5' -most EST LIB3051-115-Q1-K1-B1 

Method BLASTX 

NCBI GI g2 62 68 40 

BLAST score 383 

E value 6.0e-37 

Match length 148 

% identity 49 

NCBI Description (D89729) CRM1 protein [Homo sapiens] 

>gi_4507943_ref_NP_003391.1__pXPOl_ exportin 1 (CRM1, yeast, 

homolog) 

Seq. No. 12290 

Contig ID 24232_1 .R1040 

5' -most EST LIB3093-007-Q1-K1-H12 

Method BLASTX 

NCBI GI g4204277 

BLAST score 441 

E value 1.0e-43 

Match length 136 

% identity 60 

NCBI Description (AC004146) Hypothetical protein [Arabidopsis thaliana] 

Seq. No. 12291 

Contig ID 24233_1 .R1040 

5 f -most EST LIB3109-001-Q1-K2-B10 

Method BLASTX 

NCBI GI g3242709 

BLAST score 308 

E value 5.0e-28 

Match length 132 

% identity 48 

NCBI Description (AC003040) putative guanine nucleotide-binding protein 
[Arabidopsis thaliana] 

Seq. No. 12292 

Contig ID 24234JL . R1040 

5' -most EST zhf700961926.hl 

Method BLASTX 

NCBI GI g3420052 

BLAST score 155 

E value 3.0e-10 

Match length 75 

% identity 49 

NCBI Description (AC004 680) putative ubiqinone reductase [Arabidopsis 
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® 



thaliana] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12293 

24238_1.R1040 

LIB3051-091-Q1-K1-H4 

BLASTX 

g3201626 

656 

7.0e-70 
188 
70 

(AC004669) 
thaliana] 



putative protein kinase MAP3K [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



12294 

24239_1.R1040 

zsg701124913.hl 

BLASTX 

gl084334 

706 

8.0e-75 

158 

47 

calcium-dependent protein kinase (EC 2.7.1.-) 
Arabidopsis thaliana >gi_604880_dbj_BAA04829_ 



1 - 

(D21805) 



calcium-dependent protein kinase [Arabidopsis thaliana] 
12295 

24240_1.R1040 

bth700845982.hl 

BLASTX 

g3426038 

715 

2.0e-99 

235 
39 

(AC005168) unknown protein [Arabidopsis thaliana] 
12296 

24241JL.R1040 

dpv701100314.hl 

BLASTX 

g3687245 

544 

2.0e-55 

129 

78 

(AC005169) putative ribosomal protein [Arabidopsis 
thaliana] 

12297 

24243_1.R1040 

xpa700795709.hl 

BLASTX 

gl685005 

1302 

1.0e-144 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



476 
52 

(U32644) immediate-early salicylate-induced 
glucosyltransferase [Nicotiana tabacum] 

12298 

24249_1.R1040 

uC-gmropic069dllbl 

BLASTX 

g3983665 

2043 

0.0e+00 

483 

82 

(AB011271) importin-beta2 [Oryza sativa] 
12299 

24250_1.R1040 

LIB3052-011-Q1-N1-C4 

BLASTX 

gll68446 

463 

3.0e-46 

162 
53 

AMINOPEPTIDASE N (ALPHA-AMINOACYL PEPTIDE HYDROLASE) 

>gi_1073840_pir F64132 aminopeptidase N (pepN) homolog - 

Haemophilus influenzae (strain Rd KW20) >gi_1574460 
(U32835) aminopeptidase N (pepN) [Haemophilus influenzae 
Rd] 

12300 

24251_1.R1040 
zpv700760475.hl 

12301 

24252JL.R1040 

kll701213715.hl 

BLASTX 

gl916290 

308 

1.0e-27 

182 
42 

(U89876) ALY [Mus musculus] 
12302 

24253JL.R1040 

g4397243 

BLASTX 

g!658504 

158 

2.0e-18 

104 

51 

(U754 67) Rga [Drosophila melanogaster] 
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# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12303 

24258_1.R1040 

jOgmfl02220093e02al 

BLASTX 

g2462925 

555 

1.0e-56 

231 

56 

(AJ000053) GTP cyclohydrolase II / 

3, 4-dihydroxy-2-butanone-4-phoshate synthase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12304 

24259_1.R1040 

LIB3139-039-P1-N1-A11 

BLASTX 

g2245021 

673 

1.0e-70 

224 
60 

(Z97341) heat shock protein 110 homolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12305 

24261JL.R1040 

LIB3051-061-Q1-K1-A9 

BLASTX 

g4559380 

1366 

1.0e-151 

380 

67 

(AC006526) putative auxin-responsive GH3 protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12306 

24262_1.R1040 

LIB3109-003-Q1-K1-E6 

BLASTX 

g2160156 

1170 

1.0e-129 

255 

81 

(AC000132) Strong similarity to S. pombe leucyl-tRNA 
synthetase (gb_Z73100) . [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



12307 

24266_1.R1040 

uC-gmropic090e09bl 

BLASTN 

g3021356 

436 

0.0e+00 
904 
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% identity 87 

NCBI Description Cyamopsis tetragonoloba mRNA for UDP-galactose 4-epimerase, 
clone GEPI48 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12308 

24266_2.R1040 

uC-gmr onoir 0 1 8b 1 Ob 1 

BLASTN 

g3021356 

150 

1.0e-78 

378 

85 

Cyamopsis tetragonoloba mRNA for UDP-galactose 4-epimerase, 
clone GEPI48 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



12309 

24266_3.R1040 

kmv700739674.hl 

BLASTN 

g3021356 

132 

6.0e-68 

391 

90 

Cyamopsis tetragonoloba mRNA for UDP-galactose 4-epimerase, 
clone GEPI48 

12310 

24266_4.R1040 

cks700764788.hl 

BLASTX 

g3021357 

188 

5.0e-17 

63 
78 

(AJ005082) UDP-galactose 4-epimerase [Cyamopsis 
tetragonoloba ] 

12311 

24273_1.R1040 

LIB3051-039-Q1-K1-H8 

BLASTX 

g3004564 

319 

4.0e-29 

138 

50 

(AC003673) putative receptor Ser/Thr protein kinase 
[Arabidopsis thaliana] 

12312 

24274JL.R1040 
uxk700668719.hl 
BLASTX 
gll72872 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



411 

3.0e-40 

115 

70 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_541856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

12313 

24304_1.R1040 
uC-gmrominsoy250e08bl 

12314 

24304_2.R1040 

sat701011186.hl 

BLASTX 

g2501766 

328 

2.0e-30 

96 

74 

(U69174) calmodulin-like domain protein kinase isoenzyme 
gamma [Glycine max] 

12315 

24305_1.R1040 

LIB3087-003-Q1-K1-E12 

BLASTX 

g4325324 

1156 

1.0e-127 

254 

84 

(AF125574) lysyl-tRNA synthetase; LysRS [Arabidopsis 
thaliana] 

12316 

24310JL.R1040 

LIB3051-005-Q1-E1-A5 

BLASTX 

g728949 

214 

7.0e-17 

122 

41 

BLUE COPPER PROTEIN PRECURSOR >gi_99665_pir S25555 blue 

copper protein - Arabidopsis thaliana 

>gi_2147156_pir 139698 blue copper-binding protein - 

Arabidopsis thaliana >gi_16203_emb_CAA7 8771_ (Z15058) blue 
copper-binding protein [unidentified bacterium] 

>gi_739987_prf 2004275A blue copper-binding protein 

[Arabidopsis thaliana] 



Seq. No. 



12317 
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Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24366JL.R1040 

LIB3106-076-Q1-K1-F4 

BLASTX 

g2464855 

586 

1.0e-60 

150 

76 

(Z99707) myb-related protein 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 f -most EST 
Method 
NCBI GI 



[Arabidopsis thaliana] 



12318 

24366_2.R1040 

uC-gmropic036allbl 

BLASTX 

g2464855 

550 

3.0e-56 

131 
78 

(Z99707) myb-related protein [Arabidopsis thaliana] 
12319 

24368_1.R1040 

LIB3170-061-Q1-K2-A3 

BLASTX 

gl502430 

500 

1.0e-50 

147 

67 

(U62331) phosphate transporter [Arabidopsis thaliana] 
>gi_2564661 (AF022872) phosphate transporter [Arabidopsis 
thaliana] >gi_3869206__dbj_BAA34398_ (AB016166) Phosphate 
Transporter 4 [Arabidopsis thaliana] >gi_3928081 (AC005770) 
phosphate transporter, AtPT2 [Arabidopsis thaliana] 

12320 

24370JL.R1040 

uC-gmf IminsoyO 5 9e 0 4bl 

12321 

24372J..R1040 

rlr700898424.hl 

BLASTX 

g2829918 

829 

5.0e-89 

229 

73 

(AC002291) similar to "tub" protein gp_U824 68_2072162 
[Arabidopsis thaliana] 

12322 

24373_1.R1040 

LIB3051-112-Q1-K1-F7 

BLASTX 

gl781279 
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# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



495 

9.0e-50 

157 

62 

(Y10455) MtN13 [Medicago truncatula] 
12323 

24375_1.R1040 

pmv700890120.hl 

BLASTX 

g2982243 

245 

1.0e-20 

111 

46 

(AF051204) hypothetical protein [Picea mariana] 



12324 

24376__1.R1040 

LIB3051-061-Q1-K1-G12 

BLASTX 

g4468991 

220 

2.0e-17 

77 

58 

(AL035605) ribosomal-like protein 



[Arabidopsis thaliana] 



12325 

24377_1.R1040 

LIB3051-002-Q1-E1-B7 

BLASTX 

g4467147 

556 

3.0e-57 

127 
87 

(AL035540) putative protein [Arabidopsis thaliana] 
12326 

24378_1.R1040 

LIB3051-004-Q1-E1-B11 

BLASTX 

g730318 

197 

6.0e-15 

109 

42 

POTENT HEAT-STABLE PROTEIN PHOSPHATASE 2A INHIBITOR I1PP2A 
(HLA-DR ASSOCIATED PROTEIN I) (PHAPI) (ACIDIC NUCLEAR 
PHOSPHOPROTEIN PP32) (CEREBELLAR LEUCINE RICH ACIDIC 

NUCLEAR PROTEIN) >gi_631325_pir S43309 probable HLA class 

II-associated protein PHAPI - human 

>gi_403007_emb_CAA52981_ (X75090) PHAPI (Putative HLA DR 
Associated Protein I) [Homo sapiens] >gi_1408224 (U60823) 
potent heat-stable protein phosphatase 2A inhibitor I1PP2A 
[Homo sapiens] >gi_1763273 (U73477) acidic nuclear 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 



phosphoprotein pp32 [Homo sapiens] >gi_2589221 (AF025684) 
cerebellar leucine rich acidic nuclear protein [Homo 
sapiens] 

12327 

24380_1.R1040 

uC-gmrominsoy!23c08bl 

BLASTX 

g3522952 

569 

3.0e-58 

232 

49 

(AC004411) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 

12328 

24381_1.R1040 

LIB3051-050-Q1-K1-H8 

BLASTX 

gll3497 

1786 

0.0e+00 

404 

80 

ALPHA-GALACTOSIDASE PRECURSOR (MELI BLASE) 
{ ALPHA- D-GALACTO SIDE GALACTOHYDROLASE ) 

>gi_99880_pir S07472 alpha-galactosidase (EC 3.2.1.22) 

precursor - guar >gi_18292_emb_CAA32772_ (X14619) 
alpha-galactosidase preproprotein [Cyamopsis tetragonoloba] 

12329 

24381_2.R1040 

ssr700555436.hl 

BLASTX 

g2827655 

231 

2.0e-25 

96 

41 

(AL021637) hypothetical protein [Arabidopsis thaliana] 
12330 

24396JL.R1040 

LIB3051-015-Q1-E1-A9 

BLASTX 

g3005931 

491 

2.0e-49 

146 

38 

(AJ005016) ABC transporter [Homo sapiens] 
12331 

24400_1.R1040 

ncj700980567.hl 

BLASTX 
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w 

rr?3] fiS4 


BLAST score 


223 


E value 


8 . Oe-23 


Match length 


267 


% identity 


13 


NCBI Description 


BRITTLE 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1 PROTEIN PRECURSOR >gi_82676_pir JQ1459 Btl 

protein precursor - maize >gi_168426 (M79333) brittle-1 
protein [Zea mays] 

12332 

24401_1.R1040 

LIB3093-056-Q1-K1-D5 

BLASTX 

g3608147 

315 

7.0e-29 

115 

31 

(AC005314) putative chloroplast 31 kDa ribonucleoprotein 
precursor [Arabidopsis thaliana] 

12333 

24402_1.R1040 

gsv701045453.hl 

BLASTX 

g2435519 

508 

1.0e-51 

112 

85 

(AF024504) similar to mouse MEM3 (GB:U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW;P34110) 
[Arabidopsis thaliana] 

12334 

24402_2.R1040 

xpa700793754.hl 

BLASTX 

g2435519 

418 

4.0e-41 

98 

81 

(AF024504) similar to mouse MEM3 (GB:U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW;P34110) 
[Arabidopsis thaliana] 

12335 

24433_1.R1040 

LIB3051-066-Q1-K1-A9 

BLASTX 

g3176684 

1053 

1.0e-115 

272 
72 

(AC003671) Contains similarity to equilibratiave nucleoside 
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transporter 1 gb_U81375 from Homo sapiens. ESTs gb_N65317, 
gb_T20785, gb_AA586285 and gb_AA712578 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12336 

24454J.-R1040 

vwf 700677862. hi 

BLASTN 

g485950 

288 

1.0e-160 

877 

83 

N.tabacum NeIF-4A9 mRNA 
12337 

24454_2.R1040 

uaw700661507.hl 

BLASTX 

g2500518 

862 

7.0e-93 

175 

96 

EUKARYOTIC INITIATION FACTOR 4A-11 (EIF-4A-11) 
>gi_485987_emb_CAA55737_ (X79136) NeIF-4All [Nicotiana 
tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



12338 

24455J..R1040 
jC-gmfl02220077h02dl 

12339 

24459_1.R1040 

uC-gmrominsoy233f 0 6b 1 

BLASTX 

g4006875 

229 

9.0e-19 

78 

55 

(Z99707) putative protein [Arabidopsis thaliana] 
12340 

24461JL.R1040 

uC-gmflminsoy063c04bl 

BLASTX 

g4512653 

3551 

0.0e+00 

856 

80 

(AC007048) unknown protein [Arabidopsis thaliana] 
12341 

24463_1.R1040 
leu701151104.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



BLASTX 
g71498 
554 

6.0e-57 

142 

79 

heat shock protein 17.7 



garden pea 



12342 

24464_1.R1040 

uC-gmrominsoy212dl2bl 

BLASTX 

g3643611 

1218 

1.0e-134 

297 

74 

(AC005395) putative casein kinase [Arabidopsis thaliana] 
12343 

24491_1.R1040 

jC-gmro02910010a06al 

BLASTX 

g3548815 

658 

5.0e-69 

215 

60 

(AC005313) similar to axoneme-associated protein mstlOl 
[Arabidopsis thaliana] 

12344 

24492_1.R1040 

LIB3051-110-Q1-K1-A3 

BLASTX 

g3249064 

658 

4.0e-69 

174 

70 

(AC004473) Strong similarity to trehalose-6-phosphate 
synthase homolog gb_2245136 from A. thaliana chromosome 
contig gb_Z97344. [Arabidopsis thaliana] 

12345 

24494_1.R1040 

LIB3051-106-Q1-K1-B8 

BLASTX 

g4539662 

162 

5.0e-ll 

74 

46 

(AF061282) polyprotein [Sorghum bicolor] 
12346 

24496 1.R1040 
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5' -most EST uC-gmrominsoy268d08bl 

Method BLASTX 

NCBI GI g3047077 

BLAST score 190 

E value 3.0e-14 

Match length 65 

% identity 65 , 

NCBI Description (AF058914) contains similarity to the conserved C-terminal 
domain of helicases (Pfam: helicase_C . hmm, score: 90.11), 
similar to DEAD-box helicases [Arabidopsis thaliana] 

12347 

24496_2.R1040 
LIB3051-110-Q1-K1-B7 
BLASTX 
g3047077 
204 

6.0e-16 
119 
47 

(AF058914) contains similarity to the conserved C-terminal 
domain of helicases (Pfam: helicase_C. hmm, score: 90.11), 
similar to DEAD-box helicases [Arabidopsis thaliana] 

Seq. No. 12348 

Contig ID 24502_1 . R1040 

5 '-most EST uC-gmf Iminsoyll8g05bl 

Method BLASTX 

NCBI GI g3075398 

BLAST score 1311 

E value 1.0e-145 

Match length 482 

% identity 56 

NCBI Description (AC004484) unknown protein [Arabidopsis thaliana] 

Seq. No. 12349 

Contig ID 24504JL.R1040 

5' -most EST LIB3051-029-Q1-K1-C1 

Method BLASTX 

NCBI GI g2244973 

BLAST score 541 

E value 5.0e-55 

Match length 174 

% identity 66 

NCBI Description (Z9734 0) similarity to extensin class 1 protein 
[Arabidopsis thaliana] 

Seq. No. 12350 

Contig ID 24505_1 . R1040 

5' -most EST zsg701130378 .hi 

Method BLASTX 

NCBI GI g3850108 

BLAST score 317 

E value 6.0e-39 

Match length 181 

% identity 52 

NCBI Description (AL033388) putative calcium-transporting atpase 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2154 



[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



12351 

24506_1.R1040 

LIB3094-022-Q1-K1-G7 

BLASTX 

g4309737 

478 

1.0e-47 

138 

71 

(AC006439) hypothetical protein [Arabidopsis thaliana] 
12352 

24507_1.R1040 
LIB3051-036-Q1-K1-A5 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12353 

24508_1.R1040 

awf700843155.hl 

BLASTX 

g4336434 

223 

5.0e-18 

111 

48 

(AF092431) nodule-enhanced protein phosphatase type 2C 
[Lotus japonicus] 

12354 

24508__2.R1040 

6HA-01-Q1-B1-F11 

BLASTX 

g499301 

150 

9.0e-10 

64 

52 

(X77116) ABI1 [Arabidopsis thaliana] >gi_549981 (U12856) 
abscisic acid insensitive protein [Arabidopsis thaliana] 
>gi_4538937_emb_CAB39673.1_ (AL049483) protein phosphatase 
ABI1 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12355 

24509JL.R1040 
seb700648967.hl 

12356 

24510_2.R1040 

uC-gmronoir053c08bl 

BLASTX 

g459002 

348 

1.0e-32 

180 

37 

(U00036) R151.6 gene product [Caenorhabditis elegans] 



2155 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12357 

24513_1.R1040 

fC-gmse700654736zl 

BLASTX 

g914915 

1008 

1.0e-110 

223 

85 

(U217 4 5 ) PEP-carboxykinase 



[Brassica napus] 



12358 

24513_2.R1040 

pmv700888213.hl 

BLASTN 

g4490717 

140 

2.0e-72 

571 

86 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
project) 



(ESSA 



12359 

24513_3.R1040 

LIB3051-003-Q1-E1-C4 

BLASTX 

gll72571 

2069 

0.0e+00 

440 

87 

PHOSPHOENOLPYRUVATE CARBOX YKI NAS E (ATP) 

>gi_107 6277_pir S52637 phosphoenolpyruvate carboxykinase 

(ATP) (EC 4.1.1.49) - cucumber >gi_567102 (L31899) 
phosphoenolpyruvate carboxykinase [Cucumis sativus] 

12360 

24514_1.R1040 

ssr700558677.hl 

BLASTX 

g2501572 

375 

8.0e-36 

210 

39 

LATE EMBRYOGENES I S ABUNDANT PROTEIN EMB8 >gi_1350545 
(L47118) EMB8 gene product [Picea glauca] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 



12361 

24515_1.R1040 

LIB3051-043-Q1-K1-C9 

BLASTX 

g3236255 

400 

7.0e-40 



2156 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



133 
56 

(AC004684) hypothetical protein [Arabidopsis thaliana] 
12362 

24516JL.R1040 

uC-gmrominsoy305cl2bl 

BLASTX 

gl817544 

279 

1.0e-24 

156 

38 

(D83025) proline oxidase precursor [Arabidopsis thaliana] 
12363 

24517JL.R1040 

LIB3139-040-P1-N1-G6 

BLASTN 

g4336435 

416 

0.0e+00 

909 

88 

Lotus japonicus protein phosphatase type 2C (PP2C2) mRNA, 
complete cds 

12364 

24519_1.R1040 

uC-gmflminsoy023el0bl 

BLASTX 

g2120736 

657 

2.0e-68 

479 

36 

X-Pro dipeptidyl -peptidase (EC 3.4.14.11) - Xanthomonas 
maltophilia >gi_1753197_dbj_BAA11872_ (D83263) dipeptidyl 
peptidase IV [Stenotrophomonas maltophilia] 

12365 

24520JL.R1040 

zzp700832489.hl 

BLASTX 

g2655098 

842 

4.0e-90 

445 

40 

(AF023472) peptide transporter [Hordeum vulgare] 
12366 

24521_1.R1040 
LIB3051-071-Q1-K1-A5 



Seq. No. 
Contig ID 



12367 

24522 1.R1040 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



seb700652918.hl 

BLASTX 

gl076316 

266 

7.0e-23 

132 
41 

drought-induced protein Dil9 - Arabidopsis thaliana 
>gi_4 69110_emb_CAA55321_ (X78584) Dil9 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12368 

24522_2.R1040 

LIB3051-053-Q1-K2-A10 

BLASTX 

gl076316 

224 

5.0e-18 

106 

40 

drought -induced protein Dil9 - Arabidopsis thaliana 
>gi__469110_emb_CAA55321_ (X78584) Dil9 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12369 

24522_3.R1040 

LIB3170-051-Q1-K1-B11 

BLASTX 

gl076316 

217 

1.0e-17 

73 

47 

drought-induced protein Dil9 - Arabidopsis thaliana 
>gi_469110_emb_CAA55321__ (X78584) Dil9 [Arabidopsis 
thaliana] 



Seq. No. 


12370 


Contig ID 


24524 1.R1040 


5' -most EST 


fua701041501.hl 


Method 


BLASTX 


NCBI GI 


g3377517 


BLAST score 


433 


E value 


1.0e-42 


Match length 


108 


% identity 


80 


NCBI Description 


(AF073361) nitrat 


Seq. No. 


12371 


Contig ID 


24552 1.R1040 


5' -most EST 


LIB3051-008-Q1-E1 


Method 


BLASTX 


NCBI GI 


g4467139 


BLAST score 


598 


E value 


9.0e-62 


Match length 


178 


% identity 


65 
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# • 

NCBI Description (AL035540) putative protein phosphatase-2c [Arabidopsis 
thaliana] 



Seq. No. 


1 O "3*7 O 








Contig ID 


24553 1.R1040 








5' -mo st EST 


LIB3170-052-Q1-J1-C2 








Method 


BLASTN 










g2921319 








BLAST score 


680 








E value 


0.0e+00 








Matcn lengtzn 


683 








% identity 


100 








NCBI Description 


Glycine max beta-1, 3-glucanase 5 (SGlu5) gene, partial cds 


Seq. No* 


12373 








Contig ID 


24559_1.R1040 








5' -most EST 


uC-gmf lminsoy030f lObl 








Method 


BLASTX 








NCBI GI 


g3763932 








BLAST score 


1475 








E value 


1.0e-164 








Match lengtn 


346 








% identity 


83 




[Arabidopsis 


thaliana] 


NCBI Description 


(AC004450) putative protein 


kinase 


Seq. No. 


12374 








Contig ID 


24559_2.R1040 








5' -most EST 


crh700850465 .hi 








Method 


BLASTX 








NCBI GI 


g3763932 








BLAST score 


224 








E value 


2.0e-18 








Match length 


71 








% identity 


62 




[Arabidopsis 


thaliana] 


NCBI Description 


(AC004450) putative protein 


kinase 


Seq. No. 


12375 








Contig ID 


24559 3.R1040 








5 '-most EST 


zhf700964361.hl 








Method 


BLASTX 








NCBI GI 


g3763932 








BLAST score 


216 








E value 


2.0e-17 








Match lengtn 


72 








% identity 


61 




[Arabidopsis 


thaliana] 


NCBI Description 


(AC004450) putative protein 


kinase 


Seq. No. 


12376 








Contig ID 


24559_4.R1040 








5 '-most EST 


uC-gmropic029ellbl 








Seq. No. ^ 


12377 








Contig ID 


24563 1.R1040 








5 '-most EST 


ssr700558431.hl 








Method 


BLASTX 








NCBI GI 


g3643085 








BLAST score 


304 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-57 

190 

60 

(AF075580) protein phosphatase-2C; PP2C [Mesembryanthemum 
crystallinum] 

12378 

24565JL.R1040 

g4284926 

BLASTX 

g3461836 

744 

8.0e-79 

256 

61 

(AC005315) putative protein kinase [Arabidopsis thaliana] 
>gi_3927841 (AC005727) putative protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



12379 

24569_1.R1040 

eep700866464.hl 

BLASTX 

g2558660 

584 

6.0e~60 

256 

47 

(AC002354) No definition line found [Arabidopsis thaliana] 
12380 

24570JL.R1040 
leu701147641.hl 



Seq. No. 
Contig ID 
5' -most EST 



12381 

24570_2.R1040 
LIB3072-021-Q1-E1-D10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12382 

24571_1.R1040 

zhf700964476.hl 

BLASTX 

g3551425 

210 

4.0e-16 

182 

34 

(AB015291) pyrrolidone carboxyl peptidase [Pyrococcus 
furiosus] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



12383 

24571_2.R1040 

leu701155918.hl 

BLASTX 

g3551425 

183 

5.0e-13 



2160 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

185 
32 

(AB015291) pyrrolidone carboxyl peptidase [Pyrococcus 
furiosus] 

12384 

24571_3.R1040 
LIB3138-052-Q1-N1-F9 

12385 

24571_4.R1040 
ASG3244V4L-01-Q1-E1-A3 

12386 

24571_6.R1040 
hrw701061183.hl 

12387 

24572_1.R1040 

uC-gmrominsoy032b06bl 

BLASTX 

g3334323 

392 

5.0e-38 

83 

90 

GTP-BINDING PROTEIN SAR1A >gi_1314860 (U56929) Sari homolog 
[Arabidopsis thaliana] >gi_2104532_gb_AAC78700 . 1_ 
(AF001308) SARl/GTP-binding secretory factor [Arabidopsis 

thaliana] >gi_2104550 (AF001535) AGAA* 4 [Arabidopsis 

thaliana] 

12388 

24573_1.R1040 

jC-gmfl02220108g01al 

BLASTX 

g3033400 

1429 

1.0e-158 
564 
55 

(AC004238) 
thaliana] 



putative Ser/Thr protein kinase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12389 

24573_2.R1040 

fC-gmro7000749669rl 

BLASTX 

g3033400 

497 

4.0e-50 

109 

83 

(AC004238) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 



12390 



2161 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24573_3.R1040 

wrg700789968.h2 

BLASTX 

g3033400 

595 

2.0e-61 
154 

81 . J 

(AC004238) putative Ser/Thr protein kinase [Arabidopsis 

thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12391 

24574_1.R1040 

uC-gmflminsoy001b08bl 

BLASTX 

g3445416 

602 

3.0e-62 

202 

68 

(Y11154) DEAD box-like RNA helicase [Arabidopsis thaliana] 
12392 

24576_1.R1040 

txt700733942.hl 

BLASTX 

g2244749 

765 

2.0e-81 

209 

68 

(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 



12393 

24577_1.R1040 

jC-gmf!02220101f09al 

BLASTX 

g3894158 

378 

2.0e-36 
146 
46 

(AC005312) 
thaliana] 



similar to phloem-specific lectin [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12394 

24578_1.R1040 

LIB3170-065-Q1-K1-D7 

BLASTX 

g2558938 

172 

7.0e-12 
71 

(AF024625) arm repeat containing protein [Brassica napusj 



Seq. No. 



12395 



2162 





24581 1.R1040 


5 '-most EST 


LIB3051-004-Q1-E1-D11 




BLASTX 


NCBI GI 


g4204095 


BLAST score 


288 


U 1 Tra 1 no 


8 Oe-26 




91 




62 


1NUJDX UcbLIipilUll 


(AF030260} CYP94A1 TVicia satival 


oSCJ ■ IN (J > 


12396 


Tnnt- 1 rr TH 
v^vji i l. J- y xls 


24581 2.R1040 


S'-most EST 


xpa7007 94890.hl 


jYiei-noci 


RT.A9TX 


NCBI GI 


g4204095 


BLAST score 


141 


Hi VdlUc 


8 Oe-09 


Ma+rh 1 pn rri~ Ti 


43 


t> laenL-LT-y 




1NL>DX UcbCl Xp t_ XVJil 


(AF03026Cn CYP94A1 [Vicia satival 


beq. iw» 


12397 


uonuig iu 


24582 1 R1040 


j moo u HiO i. 


LIB3170-058-O1-K1-E6 


Metnoa 


TXT nQTV 


NCBI GI 


g3169091 


BLAST score 


502 


Hi ValUc 




1x13. ten xengi-.11 




% identity 




jnuox Description 


faT,n?^70fi^ hvnothetical orotein rSchizosaccharomyces pombe] 


beq. no . 


li, J JO 


conuig XJJ 


i 4 ! jo J J- • r\J- w *± yj 


R 1 -TTinqt" F^T 
J ilLUO 1- HjO J. 


LIB305^1-060-Ql-Kl-A2 


Method 


oliAblA 


NCBI GI 


goz ft i?UOri 


BLAST score 


Do O 


E value 


2.0e-60 


Match length 


153 




71 




fAC0044731 Strona similarity to trehalose-6-phosphate 


^\7nt-h^<?p hoTTinloa ab 2245136 from A. thaliana chromosome 4 




nrinl- -i rr rrh 7Q7^44 T Arabidoosis thalianal 


beg. wo * 


1 2^Q9 


LOnuig XJJ 


94SP4 1 R1040 




asn7 01137 006. hi 




DJjTIu X z\ 


NCBI GI 


g2665536 


BLAST score 


326 


E value 


4.0e-30 


Match length 


82 


% identity 


87 


NCBI Description 


(AF027808) HCF106 precursor protein [Zea mays] 



Seq. No. 12400 



2163 



® 



Contig ID 24586JL . R1040 

5' -most EST LIB3051-034-Q1-K1-E5 

Method BLASTX 

NCBI GI g3258576 

BLAST score 198 

E value 6.0e-15 

Match length 82 

% identity 48 

NCBI Description (U89959) Unknown protein [Arabidopsis thaliana] 

Seq. No. 12401 

Contig ID 24586_2.R1040 

5' -most EST epx701107634 . hi 

Method BLASTX 

NCBI GI g3258576 

BLAST score 779 

E value 6.0e-83 

Match length 220 

% identity 65 

NCBI Description (U89959) Unknown protein [Arabidopsis thaliana] 

Seq. No. 12402 

Contig ID 24587J..R1040 

5 T -most EST pcp700995628 . hi 

Method BLASTX 

NCBI GI g833835 

BLAST score 886 

E value 1.0e-95 

Match length 252 

% identity 63 

NCBI Description (U26025) amygdalin hydrolase isoform AH I precursor [Prunus 
serotina] 

Seq. No. 12403 

Contig ID 24593JL . R1040 

5' -most EST LIB3051-058-Q1-K2-D9 

Method BLASTN 

NCBI GI g495 

BLAST score 599 

E value 0.0e+00 

Match length 642 

% identity 98 

NCBI Description Bos taurus mRNA coding for pre-prolactin. This messenger 
RNA was isolated from bovine anterior pituitary glands 

Seq. No. 12404 

Contig ID 24624_1 . R1040 

5 T -most EST fua701041289 . hi 

Method BLASTX 

NCBI GI gl353516 

BLAST score 356 

E value 1.0e-33 

Match length 131 

% identity 56 

NCBI Description (U38651) sugar transporter [Medicago truncatula] 
Seq. No. 12405 



2164 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



24625JL.R1040 

dpv701099360.hl 

BLASTX 

gl703394 

528 

1.0e-53 

177 
55 

ADP-RIBOSYLATION FACTOR- LIKE PROTEIN 5 
>gi_1150556_emb_CAA55338_ (X78 604) ARF-like protein 5 
[Rattus norvegicus] 



12406 

24625_2.R1040 

LIB3107-079-Q1-K1-A3 

BLASTX 

gl!4121 

215 

3.0e-17 

73 
59 

ADP-RIBOSYLATION FACTOR 1 
ADP-ribosylation factor 1 



>gi_101185_pir B36167 

- yeast (Saccharomyces 
cerevisiae) >gi_171073 (J03276) ADP-ribosylation factor 
[ Sacchar omyce s cere vis iae ] >gi_l 00430 3_emb_CAA5 8 2 5 5_ 
(X83276) ADP-ribosylationfactor 2 [Saccharomyces 
cerevisiae] >gi_1431314_emb_CAA98769_ (Z74240) ORF YDL192w 
[Saccharomyces cerevisiae] 

12407 

24625_3.R1040 

uaw700661926.hl 

BLASTX 

gl703394 

236 

6.0e-20 

90 

50 

ADP-RIBOSYLATION FACTOR-LIKE PROTEIN 5 
>gi_1150556__emb_CAA55338_ (X78604) ARF-like protein 5 
[Rattus norvegicus] 

12408 

24 626J..R1040 

uxk700673168.hl 

BLASTN 

g3399678 

74 

3.0e-33 

340 
84 

Arabidopsis thaliana chromosome 1 BAC F13M7 sequence, 
complete sequence [Arabidopsis thaliana] 

12409 

24639_1.R1040 

uC- gmr omin so y052fl 2b 1 



2165 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g499059 

63 

2.0e-26 

384 
85 

C.arietinum mRNA for open reading frame 
12410 

24642J..R1040 

uaw700662744.hl 

BLASTX 

g!27112 

433 

1.0e-42 

129 

60 

MAK16 PROTEIN >gi_73269_pir BVBYK6 MAK16 protein - yeast 

(Saccharomyces cerevisiae) >gi_171880 (J03852) MAK16 
protein [Saccharomyces cerevisiae] >gi_595561 (U12980) 
Makl6p: putative nuclear protein [Saccharomyces cerevisiae] 



Seq. No. 


12411 


Contig ID 


24648 1.R1040 


5" -most EST 


jsh701066794.hl 


Method 


BLASTX 


NCBI GI 


g2252472 


BLAST score 


675 


E value 


6.0e-71 


Match length 


161 


% identity 


80 


NCBI Description 


(Z97558) argininosuccinate lyase 


Seq. No. 


12412 


Contig ID 


24648 2.R1040 


5 '-most EST 


hyd700725818.hl 


Seq. No. 


12413 


Contig ID 


24650 1.R1040 


5' -most EST 


txt700731433.hl 


Method 


BLASTX 


NCBI GI 


g3935151 


BLAST score 


719 


E value 


4.0e-76 


Match length 


198 


% identity 


64 


NCBI Description 


{AC005106) T25N20.15 [Arabidopsis 


Seq. No. 


12414 


Contig ID 


24653 1.R1040 


5' -most EST 


LIB3107-074-Q1-K1-E4 


Method 


BLASTN 


NCBI GI 


g510545 


BLAST score 


79 


E value 


2.0e-36 


Match length 


163 


% identity 


93 



2166 



NCBI Description P. sativum mRNA for starch branching enzyme I 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12415 

24656JL.R1040 

jC-gmle01810082b02al 

BLASTX 

g2651305 

231 

6.0e-19 

108 
51 

(AC002336) hypothetical protein 



[Arabidopsis thaliana] 



12416 

24658JL.R1040 

LIB3051-058-Q1-K2-C8 

BLASTX 

g2244919 

337 

4.0e-31 

171 
42 

(Z97339) hypothetical protein [Arabidopsis thaliana] 
12417 

24664JL.R1040 

jC-gmfl02220128f09al 

BLASTX 

g2842490 

316 

6.0e-29 

79 
76 

(AL021749) heat-shock protein [Arabidopsis thaliana] 
12418 

24664_2.R1040 

zhf700958488.hl 

BLASTX 

g2842490 

353 

2.0e-33 

108 

64 

(AL021749) heat-shock protein [Arabidopsis thaliana] 
12419 

24667JL.R1040 

bth700845438.hl 

BLASTX 

gl653625 

304 

2.0e-27 

155 
42 

(D90915) hypothetical protein [Synechocystis sp.] 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12420 

24668JL.R1040 

kll701212767.hl 

BLASTX 

g2253582 

211 

9.0e-17 

60 
65 

(U78721) Serine proteinase 
thai i ana] 



(stubble) isolog [Arabidopsis 



Seq. No. 12421 

Contig ID 24673_1 .R1040 

5' -most EST zsg701125613.hl 

Method BLASTX 

NCBI GI g7288 

BLAST score 686 

E value 3.0e-72 

Match length 212 

% identity 60 

NCBI Description (X62142) glycogen phosphorylase 1 [Dictyostelium 
discoideum] 

12422 

24676JL.R1040 
smc700747338.hl 
BLASTX 
gll75381 
266 

4.0e-23 
127 
41 

HYPOTHETICAL 44.9 KD PROTEIN C18B11.02C IN CHROMOSOME I 

>gi_2 13028 6_pir S58301 hypothetical protein SPAC18B11 . 02c 

- fission yeast (Schizosaccharomyces pombe) 
>gi_929888_emb__CAA90587_ (Z50728) hypothetical protein 
[Schizosaccharomyces pombe] 

Seq. No. 12423 

Contig ID 24677_1 .R1040 

5' -most EST LIB3138-045-Q1-N1-D4 

Method BLASTX 

NCBI GI g2702270 

BLAST score 457 

E value 4.0e-56 

Match length 194 

% identity 54 

NCBI Description (AC003033) unknown protein [Arabidopsis thaliana] 

Seq. No. 12424 

Contig ID 24680JL .R1040 

5' -most EST LIB3170-033-Q1-K1-F7 

Seq. No. 12425 

Contig ID 24683_1.R1040 

5 '-most EST LIB3051-071-Q1-K1-C6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2168 



(!) 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3941736 

187 

1.0e-13 

141 

37 

(AF109719) BAT 3 [Mus musculus] 
12426 

24684_1.R1040 

LIB3051-016-Q1-E1-B4 

BLASTX 

g2982434 

392 

7.0e-38 

158 

51 

(AL022224) putative protein [Arabidopsis thaliana] 
12427 

24685JL.R1040 

wrg700790286.h2 

BLASTX 

g3776559 

232 

6.0e-19 

94 

52 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 

12428 

24689JL.R1040 

leu701147359.hl 

BLASTX 

g2981475 

623 

1.0e-64 

154 
73 

(AF053084) putative cinnamyl alcohol dehydrogenase [Malus 
domes tica] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12429 

24690_1.R1040 

uC-gmrominsoyl75h02bl 

BLASTX 

g3702321 

986 

1.0e-107 

235 
48 

(AC005397) putative TGF-beta receptor interacting protein 
[Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12430 

24690_2.R1040 

zhf700959686.hl 

BLASTX 

g2494896 

465 

2.0e-46 

92 

51 

EUKARYOTIC TRANSLATION INITIATION FACTOR 3 DELTA SUBUNIT 
{EIF-3 DELTA) (EIF3 P36) (TGF-BETA RECEPTOR INTERACTING 

PROTEIN 1) (TRIP-1) >gi_2129749_pir S60256 TGF-beta 

receptor interacting protein 1 homolog - Arabidopsis 
thaliana >gi_1036803 (U36765) TGF-beta receptor interacting 
protein 1 homolog [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12431 

24690_3.R1040 

hrw701059464.hl 

BLASTX 

g2494896 

366 

3.0e-35 

71 

92 

EUKARYOTIC TRANSLATION INITIATION FACTOR 3 DELTA SUBUNIT 
(EIF-3 DELTA) (EIF3 P36) (TGF-BETA RECEPTOR INTERACTING 

PROTEIN 1) (TRIP-1) >gi_2129749_pir S60256 TGF-beta 

receptor interacting protein 1 homolog - Arabidopsis 
thaliana >gi_1036803 (U36765) TGF-beta receptor interacting 
protein 1 homolog [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12432 

24704JL.R1040 

LIB3051-006-Q1-E1-C3 

BLASTX 

g4335729 

212 

5.0e-17 
121 
5 

(AC006248) 
thaliana] 



putative salt-inducible protein [Arabidopsis 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12433 

24706JL.R1040 

seb700653306.hl 

BLASTX 

g4512685 

509 

5.0e-51 

237 

46 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1_AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12434 

24708_1.R1040 

LIB3051-044-Q1-K1-A7 

BLASTX 

g3894159 

222 

4.0e-18 

101 

44 

(AC005312) hypothetical protein 



[Arabidopsis thaliana] 



12435 

24709JL.R1040 

LIB3051-045-Q1-K1-A7 

BLASTX 

g2914703 

4 98 

2.0e-50 

160 

64 

(AC003974) unknown protein [Arabidopsis thaliana] 
12436 

24711_1.R1040 

LIB3051-053-Q1-K2-A7 

BLASTX 

gl617274 

968 

1.0e-105 

239 
75 

(Z72152) AMP-binding protein [Brassica napus] 
12437 

24714JL.R1040 

kll701213815.hl 

BLASTX 

g3128215 

161 

7.0e-ll 

135 
35 

(AC004077) hypothetical protein [Arabidopsis thaliana] 
12438 

24717_1.R1040 

k!1701213116.hl 

BLASTX 

g3193293 

4 63 

4.0e-46 

151 

66 

(AF0692 98) contains a short region of similarity to another 
Arabidopsis hypothetical protein F19K23.8 (GB : AC000375 ) 
[Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12439 

24720_1.R1040 

sat701007170.hl 

BLASTX 

gl!75408 

154 

6.0e-10 

99 
27 

HYPOTHETICAL 107.3 KD TRP-ASP REPEATS CONTAINING PROTEIN 

C31A2.14 IN CHROMOSOME I >gi_2130425_pir S58107 

hypothetical protein SPAC31A2.14 - fission yeast 
(Schizosaccharomyces pombe) >gi_9148 92_emb_CAA90472_ 
(Z50113) unknown [Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12440 

24722_1.R1040 

LIB3051-014-Q1-E1-E10 

BLASTX 

g400384 

164 

5.0e-ll 

125 

34 

NADH-UBIQUINONE OXIDOREDUCTASE B14 SUBUNIT (COMPLEX I-B14] 

(CI-B14) >gi_34 6536_pir S28245 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5.3) chain CI-B14 - bovine 
>gi_240_emb_CAA44896_ (X63211) NADH dehydrogenase [Bos 
taurus] 



Seq. No. 
Contig ID 
5 '-most EST 



12441 

24722_2.R1040 
kll701208517.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12442 

24724_1.R1040 

uC-gmropic070e08bl 

BLASTX 

g4200044 

520 

9.0e-53 

152 

64 

(AB022732) cytochrome P450 [Glycyrrhiza echinata] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12443 

24724_2.R1040 

uC-gmropic059e01bl 

BLASTX 

g3850630 

259 

2.0e-22 

113 

44 

(AJ012581) cytochrome P450 



[Cicer arietinum] 



Seq. No. 



12444 
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Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24736J..R1040 
LIB3107-015-Q1-K1-F11 

12445 

24736_2.R1040 

LIB3051-107-Q1-K1-H2 

BLASTX 

g4538993 

166 

3-0e-ll 
48 
62 

(AL049481) 
thaliana] 



putative host response protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



12446 

24742_1.R1040 

LIB3051-015-Q1-E1-H1 

BLASTX 

g2088652 

428 

6.0e-42 

146 

60 

(AF002109) 26S proteasome regulatory subunit S12 isolog 
[Arabidopsis thaliana] >gi_2351376 (U54561) translation 
initiation factor eIF2 p47 subunit homolog [Arabidopsis 
thaliana] 

12447 

24743_1.R1040 

rry700808313.hl 

BLASTX 

g626598 

406 

4.0e-39 

210 

45 

hypothetical protein YHR016c - yeast (Saccharomyces 
cerevisiae) >gi_500710 (U10400) Ysc84p [Saccharomyces 
cerevisiae] 

12448 

24744_1.R1040 

LIB3138-091-Q1-N1-G8 

BLASTX 

g3337352 

786 

2.0e-83 

412 

46 

(AC004481) putative chromatin structural protein SuptShp 
[Arabidopsis thaliana] 

12449 

24747_1.R1040 
LIB3051-095-Q1-K1-H4 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4185599 

225 

2.0e-18 

125 
39 

(AB010708) 
trif lora] 



Anthocyanin 5-aromatic acyltransferase [Gentiana 



oeq. lno. 


Lc. <± D V 
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21? 


E value 


1 . Oe-17 


Match length 


69 


% identity 


57 


NCBI Description 


(AC007017) unknown 


Seq. No. 


12451 


Contig ID 


24753 1.R1040 


5 1 -most EST 


taw700660235.hl 


Method 


BLASTN 


NCBI GI 


gl256829 


BLAST score 


279 


E value 


1.0e-155 


Match length 


857 


% identity 


86 


NCBI Description 


Phaseolus vulgaris 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



complete cds >gi_2 9594 17_emb_AJ224 7 66_PVA22 4 7 66 Phaseolus 
vulgaris mRNA cotyledon cysteine protease 

12452 

24770_1.R1040 

LIB3051-091-Q1-K1-F3 

BLASTX 

g3402691 

314 

1.0e-28 

82 
72 

(AC004697) unknown protein [Arabidopsis thaliana] 
12453 

24772_1.R1040 

LIB3051-094-Q1-K1-D3 

BLASTX 

g2829927 

673 

3.0e-70 

388 

45 

(AC002291) Unknown protein [Arabidopsis thaliana] 
12454 

24784 1.R1040 
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BLASTX 


LNC/.DX \J X 


rr403P, t S94 


DT 7\ OX* cr<nra 
DXirlO 1 fatUlc 


3R7 


E value 
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BLAST score 
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i v ictL.oii xtJiiy uxi 


91 9 


% identity 
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NCBI GI 


g2505878 


BLAST score 


513 


E value 


4 ♦ US 


Match length 


11/1 

X X 


% identity 


Q 9 


NCBI Description 


\i±£f ik>) genes; luosr. xiKexy [HrdDiaopsis tnaiiandj 
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oeq. LNO. 
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RT.ASTX 


NCBI GI 


g4115936 


BLAST score 


1102 


Ei VdlUc 
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% identity 
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BLAST score 


524 


E value 


6.0e-53 


Match length 


193 


% identity 


51 


NCBI Description 


(AC005313) putative transmeiubrane protein [Arabidopsi 



thaliana] >gi_43357 68_gb_AAD17 4 45_ (AC006284) putative 
integral membrane protein [Arabidopsis thaliana] 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



12459 

24842JL.R1040 

uC-gmf lminsoy056ellbl 

12460 

24850JL.R1040 
jC-gmro02910017e04al 



12461 

24851_1.R1040 

leu701148732.hl 

BLASTX 

g2735550 

222 

6.0e-18 

98 

43 

(U96638) unc-50 



related protein; URP [Rattus norvegicus] 



12462 

24851_2.R1040 
LIB3109-002-Q1-K2-F4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12463 

24853_1.R1040 

seb700648224.hl 

BLASTX 

g4105697 

428 

3.0e-69 

165 

78 

(AF049870) thaumatin-like protein [Arabidopsis thaliana] 
12464 

24858_1.R1040 

eep700869607.hl 

BLASTX 

g!657621 

1112 

1.0e-167 

373 

78 

(U72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 

12465 

24862_1.R1040 

LIB3051-102-Q1-K1-B4 

BLASTX 

g3192881 

859 

2.0e-92 

186 

84 

(AF068834) starch synthase [Ipomoea batatas] 
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Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12466 

24863_1.R1040 

jex700905092.hl 

BLASTX 

g3402679 

468 

1.0e-4 6 

227 
48 

(AC004 697) unknown protein [Arabidopsis thaliana] 
12467 

24864JL.R1040 

LIB3051-04 9-Q1-K1-H11 

BLASTX 

g3413707 

366 

2.0e-37 

116 

20 

(AC004747) hypothetical protein [Arabidopsis thaliana] 
12468 

24865_1.R1040 

LIB3051-112-Q1-K1-E10 

BLASTX 

gl865677 

832 

2.0e-89 

208 

76 

(Y08568) trehalose-6-phosphate synthase [Arabidopsis 
thaliana] 

12469 

24867_1.R1040 

epx701105710.hl 

BLASTX 

gl764100 

997 

1.0e-108 

231 

83 

(U81805) GDP-D-mannose-4, 6-dehydratase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12470 

24868JL.R1040 

g5606730 

BLASTX 

g2282473 

945 

1.0e-102 

347 
52 

(AB005911) xanthine dehydrogenase [Bombyx mori] 



2177 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



,12471 

24870_1.R1040 

LIB3107-057-Q1-K1-C3 

BLASTX 

g3036796 

545 

1.0e-55 

167 
66 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi_3805858_emb_CAA21478_ (AL031986) putative protein 
[Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12472 

24876_3.R1040 

trc700563537.hl 

BLASTX 

g3461828 

237 

1.0e-19 

136 
38 

(AC004138) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 



12473 

24878_1.R1040 

rlr700901507.hl 

BLASTX 

g4154352 

264 

5.0e-23 

141 

41 

(AF110333) PrMC3 [Pinus radiata] 
12474 

24880_1.R1040 

uaw700660891.hl 

BLASTX 

g3080417 

285 

2.0e-25 

74 

78 

(AL022604) putative protein [Arabidopsis thaliana] 
12475 

24880_3.R1040 
zzp700835211.hl 

12476 

24881_1.R1040 

LIB3106-085-Q1-K1-E6 

BLASTX 

g3005069 

710 

7.0e-75 



2178 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



252 
52 

(AF043327) 



N-myristoyltransf erase 2 [Mus musculus] 



12477 

24885_1.R1040 

LIB3092-008-Q1-K1-D5 

BLASTX 

g2501599 

357 

2.0e-33 

220 

38 

HYPOTHETICAL 29.1 KD PROTEIN W06E11.4 IN CHROMOSOME III 
>gi_669022 (U208 62) W06E11.4 gene product [Caenorhabditis 
elegans] 

12478 

24886_1.R1040 

eep700863708.hl 

BLASTX 

g2980795 

469 

2.0e-46 

166 

54 

(AL022197) putative protein [Arabidopsis thaliana] 
12479 

24887_1.R1040 

zsg701118390.hl 

BLASTX 

g3603353 

384 

7.0e-37 

167 

50 

(AF074843) peroxisomal targeting signal type 1 receptor 
[Arabidopsis thaliana] 

12480 

24889J..R1040 

jC-gmle01810026a02al 

BLASTX 

g3269292 

292 

1.0e-25 

71 

72 

(AL030978) putative protein [Arabidopsis thaliana] 
12481 

24890JL.R1040 

uC-gmropicl08ellbl 

BLASTX 

g3056593 

174 



2179 



P TTa 1 no 
Hj ValUc 


2 . Oe-12 


KlaLLIl XtSliyLIl 


67 


■6 lUcilLlLy 


CI 

O l 


imccx Description 




OBCJ • ViO . 


1 94R9 

1Z f± OZ 


-r-\ +- -i rr TO 


94 P Q1 1 R 1 04 H 


■J lLlCo U J-jO 1 


rr«!v7nTn4S4f)4 hi 

Uo V / wIwUtUt till 






NCBI GI 


g2293568 


BLAST score 


289 


Hi ValUc 




Match, length. 


P 9 


% identity 


£9 




fAF019flP7^ RvRl2D homoloa fOrvza satival 


oeq. mo. 


1 94S^ 


uontig 1U 




R * -innc +- FQT 

□ ILUJo U DO 1 


7 hf 7f)7T9^??1 R hi 


Method 








BLAST score 


866 


E value 


4.0e-93 


riancn lenyLn 


JUO 


^ iaenT,iT-.y 


O D 


NCBI Description 


\Ai?j/yoj xnciuceci upon wouxiu.xxiy oLLcob L.rticijjiutj|jo-Lo 




thalxana ] 


Seq. No. 




Contig ID 


z4oyo X.KXU4U 


c f ^ ~ ~ 4- nnm 
D -HlOSt HjO 1 


lue /uuo /ouzo • nx 


Method 




NCBI GI 


gl762933 


BLAST score 


156 


Hi Vd±Uc 


4 np-1 n 


Match length 


X / i 


% identity 




jnv_*.di uescripiion 




bCCJ* JNO . 


X Z *± 0 o 


uonrig iu 


Z4toyo Z.KXUflU 


0 IQOST- HjOI 


XiXDOVJJX XUJ V- 1 - ,J - L 


Method 


DT 7\ C TV 


J.H i—> J- VJ J- 


a266323 


BLAST score 


205 


E value 


8.0e-16 


Match length 


123 


% identity 


37 


NCBI Description 


ALPHA- AMYLASE/SUBTILISIN INHIBITOR (RASI) 



Seq. No. 
Contig ID 
5' -most EST 



>gi_100651_pir S24131 subtilisin/alpha-amylase inhibitor, 

20K - rice >gi_254616_bbsJL12376 bifunctional 
subtilisin/alpha-amylase inhibitor, RASI [Oryza 
sativa=rice, seeds, bran, Peptide, 176 aa] 

12486 

24899_1.R1040 
jC-gmro02910022el2al 
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Method 


13 T TiOTY 


NCBI GI 


g4455340 


BLAST score 


307 


E value 


o . ue ju 


Match length 


1 AC 

luo 


% identity 


04 


NCBI Description 




beq. No* 


lZ4o / 


Contig ID 


0/1 QQQ O Dl CiA f\ 
__4oi?y Z.K1U4U 


o -most 


-i P — rrmTofl 1 ftl HO^dr-O^I 
J y lux culO iuu jiuu jai 


Method 


DT 2\QTY 
-DltfiO 1 A 


NCBI GI 


g4455340 


BLAST score 


241 


E value 




Match length 


yo 


% identity 


c c 


NCBI Description 


^alujOOZZ ; pur.ar.ive protein 


Seq. No. 




Contig ID 


z4yUU 1.K1U4U 


o -most EST 


3 u— gmnuzzzuuo inuoui 


Method 


nliiibl A 


NCBI GI 


g2462745 


BLAST score 


312 


E value 


z . ue— Zo 


Match length 


lib 


% identity 


A O 

4o 


NCBI Description 


(ACUUZzyz) Hypotnericai prot:< 


Seq. No. 


1 O A O fl 

i^4oy 


Contig ID 


24901 1.R1U4U 


C 1 — _ _ 4_ pom 

b -most Ebl 


lilrSol /U — U4U yi""J\JL — 


Method 


DT 7\ QTY 

OIaB-O 1 A 


NCBI GI 


g2246442 


BLAST score 


211 


E value 


y . ue— i / 


Match length 


Q O 


% identity 


33 


NCBI Description 


(UbJ^yo) xarnesyirrans rerase 


Seq. No. 


i^4yu 


Contig ID 


z4 yU2 1 . RIU4U 


r | „_ TOT 1 

o —most, i-oi 


IL ylUSL / UUDOOOOXaj 


Method 


oLiHjZ) 1 A 


NCBI GI 


go4 lo lo 


BLAST score 


983 


E value 


1.0e-107 


Match length 


Z.A 1 


% identity 


Q 1 


NCBI Description 


protein kinase - common ice 




(Z30329) protein kinase [Mes 


Seq. No. 


12491 


Contig ID 


24902 2.R1040 


5' -most EST 


LIB3051-108-Q1-K1-G1 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



gl076632 
1181 

1.0e-164 

359 

82 

protein kinase - 
(X71057) protein 



common tobacco >gi_506534_emb_CAA50374__ 
kinase [Nicotiana tabacum] 



12492 

24904_1.R1040 

LIB3106-076-Q1-K1-F6 

BLASTX 

g4309734 

196 

5.0e-15 

81 

54 

(AC006439) putative 26S proteosome regulatory subunit 8 
[Arabidopsis thaliana] 

12493 

24918JL.R1040 

uC-gmrominsoyl73h06bl 

BLASTX 

gl945611 

293 

2.0e-26 

128 

47 

(AB003103) 26S proteasome subunit p55 [Homo sapiens] 
>gi_4506221_ref_NP_002807 . l_pPSMD12_ proteasome (prosome, 
macropain) 26S subunit, non-ATPase, 

12494 

24919_1.R1040 

LIB3051-102-Q1-K1-H3 

BLASTX 

g4490729 

173 

5.0e-12 

108 
34 

(AL035709) hexokinase-like protein [Arabidopsis thaliana] 
12495 

24920JL.R1040 

LIB3170-057-Q1-K1-H11 

BLASTX 

g4262241 

278 

2.0e-24 

113 

58 

(AC006200) unknown protein [Arabidopsis thaliana] 
12496 

24922 1.R1040 



2182 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3051-111-Q1-K1-G1 

BLASTX 

g2398533 

441 

1.0e-43 

97 
82 

(Y13725) Transcription factor [Arabidopsis thaliana] 
12497 

24923_1.R1040 

uC-gmflminsoy084g09bl 

BLASTX 

g4454010 

1370 

1.0e-152 

423 
60 

(AL035396) putative protein [Arabidopsis thaliana] 



12498 

24926JL.R1040 
LIB3051-010-Q1-E1-H11 

12499 

24931_1.R1040 

jC-gmf!02220073d03al 

BLASTX 

g2911049 

909 

4.0e-98 

300 

61 

(AL021961) glucosyltransf erase 
thaliana] 



-like protein [Arabidopsis 



12500 

24932JL.R1040 

uaw700664294.hl 

BLASTX 

g4406770 

1243 

1.0e-137 

309 

73 

(AC006836) unknown protein [Arabidopsis thaliana] 
12501 

24932_3. R1040 

fde700876173.hl 

BLASTX 

g4406770 

189 

1.0e-14 

71 

58 

(AC006836) unknown protein [Arabidopsis thaliana] 



2183 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12502 

24936JL.R1040 

LIB3051-032-Q1-K1-G9 

BLASTX 

gl346396 

193 

1.0e-14 

104 

43 

PUTATIVE RECEPTOR PROTEIN KINASE ZMPK1 PRECURSOR 

>gi_100913_pir S10930 probable receptor protein kinase (EC 

2.7.1.-) precursor - maize >gi_224 32_emb_CAA36611_ (X52384) 
precursor protein (AA -26 to 791) [Zea mays] 
>gi_22436_emb_CAA47 962_ (X67733) receptor-like protein 

kinase [Zea mays] >gi__226927_prf 1611404A receptor protein 

kinase [Zea mays] 



Seq. No. 


12503 


Contig ID 


24937 1.R1040 


5 T -most EST 


uaw700666782.hl 


Method 


BLASTX 


NCBI GI 


g2244827 


BLAST score 


225 


E value 


2.0e-18 


Match length 


69 


% identity 


74 


NCBI Description 


(Z97336) hypothetical prot 


Seq. No. 


12504 


Contig ID 


249oo 1.R1U4U 


5 '-most EST 


LIB3051-034-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3242708 


BLAST score 


244 


E value 


2.0e-20 


Match length 


113 


% identity 


45 


NCBI Description 


(AC003040) putative serine 




[Arabidopsis thaliana] 


Seq. No. 


12505 


Contig ID 


24938^2. R1040 


5 '-most EST 


uC-gmropic071g05bl 


Seq. No. 


12506 


Contig ID 


24939 1.R1040 


5' -most EST 


wvk700686226.hl 


Method 


BLASTX 


NCBI GI 


g627468 


BLAST score 


308 


E value 


3.0e-28 


Match length 


141 


% identity 


47 



NCBI Description 



hypothetical protein 1 - human >gi_285983_dbj_BAA02799_ 
(D13635) KIAA0010 [Homo sapiens] 
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# 



oeq* 1NO. 


1 9^07 


uonuxg iu 


94 Q40 1 R1 040 




crh7 00850 996. hi 


ixie inoa 




NCBI GI 


g2983690 


BLAST score 
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Hi val U.<CJ 
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E> t,jrt.O X /\ 


NCBI GI 


g452593 


BLAST score 


213 


V T7al no 
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5 • Oe-17 
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-s laentiuy 
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InUdi uescripLioii 


f n9 1 ft 1 4 ^ HRF r T.i 1 inm loncri f loirum 
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uontzig iu 


94 QA4 1 Rl 040 


c t _-mr\c+- TTQT 
D IUOoT- ZiO 1 


T.TR^O^T -0S0-O1 -K1 -G8 


Method 




IN V_» J_> J. \J X 


a2224927 


BLAST score 


271 


E value 


7.0e-24 


Match length 


79 


% identity 


65 


NCBI Description 


(AF004213) ethylene-insensitive3 



thaliana] 



Seq. No. 


12510 


Contig ID 


24945 1.R1040 


5' -most EST 


jC-gmle01810012b06al 


Method 


BLASTX 


NCBI GI 


g3540198 


BLAST score 


636 


E value 


2.0e-66 


Match length 


180 


% identity 


71 


NCBI Description 


(AC004260) Unknown protein 


Seq. No. 


12511 


Contig ID 


24949_1.R1040 


5' -most EST 


uC-gmflminsoy065cllbl 


Method 


BLASTN 


NCBI GI 


g2970651 


BLAST score 


376 


E value 


0.0e+00 


Match length 


696 


% identity 


90 


NCBI Description 


Vigna unguiculata ferritin 



bunit cowpea3 precursor, mRNA, 
nuclear gene encoding chloroplast protein, complete cds 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12512 

24951_1.R1040 

LIB3051-037-Q1-K1-E7 

BLASTX 

gl707015 

234 

2.0e-19 

134 
37 

(U78721) protein phosphatase 2C isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12513 

24952_1.R1040 

uC-gmflminsoy078fl2bl 

BLASTX 

gl00293 

688 

4.0e-72 

250 
61 

ribonucleoprotein A, 29K - wood tobacco 

>gi_19754_emb_CAA43427_ (X61113) 29kD A ribonucleoprotein 
[Nicotiana sylvestris] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12514 

24952_2.R1040 

hyd700731196.hl 

BLASTX 

g4056477 

421 

3.0e-41 

142 
37 

(AC005896) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12515 

24952_3.R1040 

jC-gmle01810031e09dl 

BLASTX 

g!350820 

204 

8.0e-16 

51 
40 

CHLOROPLAST 30 KD RIBONUCLEOPROTEIN PRECURSOR 

>gi_280402_pir S26203 RNA-binding protein 30 - 

curled-leaved tobacco >gi_19708_emb_CAA4 6234_ (X65118) RNA 
binding protein 30 [Nicotiana plumbagini folia] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



12516 

24953_1.R1040 

sat701010511.hl 

BLASTX 

g2606077 

1110 



2186 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-122 

264 
78 

(AF030301) auxin-induced protein [Helianthus annuus] 
12517 

24953_2.R1040 

leu701152306.hl 

BLASTX 

gl352461 

597 

5.0e-62 

136 

81 

IN2-2 PROTEIN 
12518 

24956_1.R1040 

uC-gmropic047a08bl 

BLASTX 

g3122572 

357 

6.0e-34 

121 

63 

NADH-UBIQUINONE OXIDOREDUCTASE 75 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) (76 KD MITOCHONDRIAL COMPLEX I 

SUBUNIT) >gi_1084434_pir S52737 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5.3) 76K chain precursor - potato 
>gi_758340_emb_CAA59818_ (X85808) 76 kDa mitochondrial 
complex I subunit [Solanum tuberosum] 

12519 

24957JL.R1040 

LIB3139-040-P1-N1-A2 

BLASTX 

g3894170 

597 

7.0e-62 

177 

63 

(AC005312) putative glutathione s-transf erase [Arabidopsis 
thaliana] 

12520 

24959_1.R1040 

V4R-01-Q1-B1-G4 

BLASTX 

gl009232 

1922 

0.0e+00 

484 

79 

(L38828) EF-l-alpha-related GTP-binding protein [Nicotiana 
tabacum] 



Seq. No. 



12521 



2187 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24961_1.R1040 

kmv700739190.hl 

BLASTX 

g2191184 

369 

2.0e-35 

133 

61 

(AF007271) Similar to sodium/hydrogen exchanger; coded for 
by A. thaliana cDNA T75860 [Arabidopsis thaliana] 

12522 

24962_1.R1040 

epx701104540.hl 

BLASTX 

g3292849 

340 

2.0e-31 

160 

45 

(AJ007582) arginine methyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



12523 

24965JL.R1040 

trc700566576.hl 

BLASTX 

g4508076 

216 

2.0e-17 

97 

42 

(AC005882) 55659 [Arabidopsis thaliana] 
12524 

25015_1.R1040 

zhf700953214.hl 

BLASTX 

g461753 

1829 

0.0e+00 

394 

91 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

PRECURSOR >gi_419773_pir S31164 ATP-dependent ClpB 

proteinase regulatory chain homolog precursor, chloroplast 
- garden pea >gi_169128 (L09547) nuclear encoded precursor 
to chloroplast protein [Pisum sativum] 

12525 

25067_2.R1040 

eep700869985.hl 

BLASTX 

g3953470 

236 

9.0e-20 
64 



2188 



% identity 75 

NCBI Description (AC002328) F20N2.15 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



12526 

25067_3.R1040 
LIB3107-010-Q1-K1-G8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



12527 

25096_1.R1040 

kll701211709.hl 

BLASTN 

gl70775 

409 

0.0e+00 

805 
88 

Wheat translation elongation factor 1 alpha-subunit (TEF1) 
mRNA, complete cds 

12528 

25234JL.R1040 

hyd700725459.hl 

BLASTX 

g3355474 

1040 

1.0e-113 

267 

77 

(AC004218) unknown protein [Arabidopsis thaliana] 
12529 

25297_1.R1040 

kmv700744005.hl 

BLASTN 

gl69127 

600 

0.0e+00 

872 

92 

Pisum sativum {clone pCLp) nuclear encoded precursor to 
chloroplast protein mRNA, complete cds 

12530 

25297_2.R1040 

jC-gmle01810070f02dl 

BLASTN 

gl69127 

114 

4.0e-57 

194 

90 

Pisum sativum (clone pCLp) nuclear encoded precursor to 
chloroplast protein mRNA, complete cds 

12531 

25334JL.R1040 
g4396598 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



BLASTN 

g452768 

541 

0.0e+00 

762 

94 

P.acutifolius alcohol dehydrogenase-lF mRNA, complete CDS 
12532 

25334_2.R1040 
bth700849406.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



12533 

25388_1.R1040 

kl!701206427.hl 

BLASTX 

g3875246 

413 

1.0e-40 

124 
47 

(Z81490) similar to WD domain, G-beta repeats (2 domains); 
cDNA EST EMBL:T00482 comes from this gene; cDNA EST 
EMBL:T00923 comes from this gene; cDNA EST yk44 9d4.3 comes 
from this gene; cDNA EST yk449d4.5 comes from this gene; 

12534 

25421JL.R1040 

uC-gmrominsoy312gl2bl 

BLASTX 

g2832642 

337 

2.0e-31 

158 

21 

(AL021710) putative protein [Arabidopsis thaliana] 
12535 

25421_2.R1040 

LIB3051-018-Q1-E1-B2 

BLASTX 

g2832642 

140 

1.0e-08 

62 
47 

(AL021710) putative protein [Arabidopsis thaliana] 
12536 

25430_1.R1040 

LIB3051-010-Q1-E1-B9 

BLASTX 

g3790585 

298 

5.0e-27 

70 

73 
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NCBI Description 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(AF079181) 
thaliana] 



RING-H2 finger protein RHFla [Arabidopsis 



12537 

25436JL.R1040 

LIB3138-031-Q1-N1-H4 

BLASTX 

g2842482 

246 

1.0e-20 

73 

62 

(AL021749) protein phosphatase 2C-like protein [Arabidopsis 
thaliana] 



12538 

25442_1.R1040 

LIB3051-013-Q1-E1-A2 

BLASTX 

g2623295 

573 

5.0e-59 

134 

79 

(AC002409) hypothetical protein 



[Arabidopsis thaliana] 



12539 

25444^2. R1040 

LIB3139-021-P1-N1-G6 

BLASTX 

g4539453 

249 

2.0e-21 

63 

68 

(AL049500) putative protein [Arabidopsis thaliana] 
12540 

25453JL.R1040 

LIB3051-019-Q1-E1-H8 

BLASTX 

g2191150 

431 

1.0e-42 

105 
32 

(AF007269) similar to mitochondrial carrier family 
[Arabidopsis thaliana] 

12541 

25468_1.R1040 

asn701139947.hl 

BLASTX 

gl!03318 

828 

1.0e-88 

282 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 

(X78818) casein kinase I [Arabidopsis thaliana] 
>gi_2244791_emb_CAB10213.1_ (Z97336) casein kinase I 
[Arabidopsis thaliana] 



12542 

25472JL.R1040 

uC-gmropic057h07bl 

BLASTX 

g2244965 

242 

3.0e-20 

96 

53 

(Z97340) unnamed protein product 



[Arabidopsis thaliana] 



12543 

25474JL.R1040 

seb700651227.hl 

BLASTX 

gl40496 

174 

4.0e-12 

176 

32 

HYPOTHETICAL 42.5 KD PROTEIN IN T SMI -ARE 1 INTERGENIC REGION 

>gi_83226_pir S19457 probable membrane protein YCR044c - 

yeast (Saccharomyces cerevisiae) >gi__190718 6_emb_CAA42292_ 
(X59720) YCR044c, len:357 [Saccharomyces cerevisiae] 

12544 

25474_2.R1040 

LIB3170-030-Q1-K1-E6 

BLASTX 

g3168910 

172 

1.0e-ll 

202 
29 

(AF068718) 
elegans] 



No definition line found [Caenorhabditis 



Seq. No. 
Contig ID 
5 1 -most EST 



12545 

25474_3.R1040 
awf700837978.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12546 

25482_1.R1040 

uC-gmrominsoyl23a01bl 

BLASTX 

g2828294 

507 

2.0e-51 

144 
45 

(AL021687) putatative protein 



[Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12547 

25484JL.R1040 

LIB3138-103-Q1-N1-C8 

BLASTX 

g3212866 

260 

4.0e-22 

177 

37 

(AC004005) unknown protein [Arabidopsis thaliana] 
12548 

25484_2.R1040 

g4290659 

BLASTX 

g4544369 

175 

2.0e-12 

91 

43 

(AC006920) hypothetical protein [Arabidopsis thaliana] 
12549 

25484_3.R1040 

awf700837450.hl 

BLASTX 

g3212866 

128 

2.0e-ll 

65 
65 

(AC004005) unknown protein [Arabidopsis thaliana] 
12550 

25486JL.R1040 

uaw700661911.hl 

BLASTX 

g2146740 

331 

4.0e-39 

179 

47 

inner mitochondrial membrane protein - Arabidopsis thaliana 
>gi_603056 (U18126) inner mitochondrial membrane protein 
[Arabidopsis thaliana] 

12551 

25490_1.R1040 

trc700563891.hl 

BLASTX 

g951453 

234 

2.0e-19 

85 

55 

(M95746) initiation factor (iso)4f p82 subunit [Triticum 
aestivum] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12552 

25492_2.R1040 

rca700997231.hl 

BLASTX 

g4006876 

114 

5.0e-10 

106 

42 

(Z99707) hypothetical protein [Arabidopsis thaliana] 
12553 

25494JL.R1040 

LIB3106-094-Q1-K1-H11 

BLASTX 

g2498981 

322 

1.0e-29 

125 

47 

TRANSCRIPTION INITIATION FACTOR TFIID 31 KD SUBUNIT 

(TAFII-31) (TAFII-32) (TAFII32) >gi_2136305_pir 139141 

transcription factor TFIID 32K chain TAFII32 - human 
>gi_841308 (U21858) TAFII32 precursor [Homo sapiens] 
>gi_882393 (U25112) TBP-associated factor TAFII31 [Homo 
sapiens] >gi_940151 (U30504) TAFII31 [Homo sapiens] 

>gi_1098347_prf 2115400A transcription factor 

IID:SUBUNIT=32kD [Homo sapiens] 

>gi_4507351_ref_NP_003178.1_pTAF2G_ TATA box binding 
protein (TBP) -associated factor, RNA polymerase II, G, 32kD 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12554 

25497_1.R1040 

rlr700898749.hl 

BLASTX 

g4432849 

475 

2.0e-47 

201 
47 

(AC006300) hypothetical protein [Arabidopsis thaliana] 
>gi_4567241_gb_AAD23655.1_AC007070_4 (AC007070) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12555 

25515_1.R1040 

rca700998009.hl 

BLASTX 

g3413719 

259 

2.0e-22 

150 

45 

(AC004747) unknown protein [Arabidopsis thaliana] 
>gi_3643592 (AC005395) unknown protein [Arabidopsis 
thaliana] 



2194 



Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



12556 

25524_1.R1040 

LIB3051-038-Q1-K1-D5 

BLASTX 

gll49595 

168 

1.0e-ll 

51 
65 

(Z4 9860) l-acyl-sn-glycerol-3-phosphate acyltransf erase 
[Brassica napus] 

12557 

25528JL.R1040 

ncj700975691.hl 

BLASTN 

g732904 

300 

1.0e-168 

712 
86 

P. sativum mRNA for pollen allergen-like protein 
12558 

25530_1.R1040 

LIB3139-060-P1-N1-A3 

BLASTX 

g4567197 

400 

8.0e-39 

192 

47 

(AC007168) unknown protein [Arabidopsis thaliana] 
12559 

25534JL.R1040 

LIB3051-045-Q1-K1-G3 

BLASTX 

g3249070 

304 

1.0e-27 

151 

49 

(AC004473) Contains similarity to siah binding protein 1 
(SiahBPl) gbJJ51586 from Homo sapiens. ESTs gb_T43314, 
gb_T43315 and gb_R90521, gb_T75905 [Arabidopsis thaliana] 

12560 

25534_2.R1040 
wvk700682717.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



12561 

25536JL.R1040 

jC-gmst02400073a04al 

BLASTX 

g3763921 



2195 



BLAST score 


<D 

931 


E value 


1.0e-100 


Match length 


291 


% identity 


66 


NCBI Description 


(AC004450) putative 




pirin protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12562 

25536_3.R1040 

LIB3106-037-Q1-K1-E3 

BLASTX 

g3763921 

221 

4.0e-18 

65 

71 

(AC004450) putative pirin protein 



[Arabidopsis thaliana] 



12563 

25538_5.R1040 

LIB3170-080-Q1-K1-G11 

BLASTX 

g2911067 

221 

4.0e-18 

54 
78 

(AL021960) UV-damaged DNA-binding protein- 
[Arabidopsis thaliana] 



like 



12564 

25539J..R1040 

uC-gmflminsoy04 9f Olbl 

BLASTX 

g3142300 

241 

5.0e-20 

63 

73 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64908 
and gb_T88158, gb_N38703 and gb__AA651043 come from this 
gene. [Arabidopsis thaliana] 



.R1040 

-052-P1-N1-A2 



12565 
25539_2. 
LIB3139- 
BLASTX 
g3142300 
457 

3.0e-76 

216 
70 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12566 

25539_4.R1040 

g5606000 

BLASTX 

g3142300 

466 

9.0e-47 

110 

77 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12567 

25539_6.R1040 

kll701207729.hl 

BLASTX 

g3142300 

233 

1.0e-25 

68 
85 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64 908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12568 

25539^8. R1040 

kll701209461.hl 

BLASTX 

g3142300 

256 

5.0e-22 

96 

70 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12569 

25541_1.R1040 

LIB3138-015-Q1-N2-G4 

BLASTX 

g2598589 

821 

8.0e-88 

220 

66 

(Y15367) MtN19 [Medicago truncatula] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



12570 

25541_2.R1040 
LIB3051-04 6-Q1-K1-G6 
BLASTX 
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NCBI GI 


g2598589 




BLAST score 


192 




E value 






Match length 


A Q 




% identity 


/ J 




NCBI Description 


fvi R^fi7i Mi-Kfl Q TMprH raao truncatulal 




Seq. No. 


1 9R71 




contig iu 






0 IllOST, HjOI 


TTM051-048-O1-K1-B2 




Method 


T3 T 7\ O rn"NT 

BLAbllN 




NCBI GI 


gl69980 




BLAST score 


41 




E value 


7.0e-14 




Match length 


169 




% identity 


86 




NCBI Description 


Soybean heat-shock protein (Gmhsp26-A) gene, complet 


Seq. No. 


12572 




Contig ID 


25550 1.R1040 




5 -most EST 


LIB3170-038-Q1-K1-F6 




Seq. No. 


12573 




Contig ID 


25551 1.R1040 




b -most hbi 


asn701134637 ,h2 




Method 


BLASTX 




NCBI GI 


g2982459 




BLAST score 


528 




E value 


1.0e-53 




Match lengtn 


144 




% identity 


69 


thaliana] 


NCBI Description 


(AL022223) putative protein [Arabidopsis 


Seq. No. 


12574 




Contig ID 


25551 2.R1040 




5 '-most EST 


rca701002626.hl 




Seq. No. 


12575 




Contig ID 


25551 3.R1040 




rr 1 ™ 4- TTOT 1 
0 -IUOSI Hibl 


LIB3051-048-Q1-K1-F5 




Method 


BLASTX 




NCBI GI 


g2982459 




BLAST score 


144 




E value 


5.0e-09 




Match length 


48 




% identity 


60 


thaliana] 


NCBI Description 


(AL022223) putative protein [Arabidopsis 


Seq. No. 


12576 




Contig ID 


25551 4.R1040 




5' -most EST 


ncj700983487.hl 




Seq. No. 


12577 




Contig ID 


25555 1.R1040 




5' -most EST 


g5606685 




Method 


BLASTX 




NCBI GI 


g!495366 
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BLAST score 


517 


E value 


4.0e-52 


Match length 


298 


% identity 


35 


NCBI Description 


(Z69370) nitrite transporter [Cucumis sativus 


Seq. No, 


12578 


Contig ID 


25555 2.R1040 


5 '-most EST 


jex700903661.hl 


Method 


BLASTX < 


NCBI GI 


g2213590 


BLAST score 


236 


E value 


9.0e-20 


Match length 


139 


% identity 


37 


NCBI Description 


(AC000348) T7N9.10 [Arabidopsis thaliana] 


Seq. No. 


12579 


Contig ID 


25556 1.R1040 


5' -most EST 


LIB3139-063-P1-N1-H1G 


Method 


BLASTX 


NCBI GI 


g2760321 


BLAST score 


1177 


E value 


1.0e-129 


Match length 


301 






NCBI Description 


(AC002130) F1N21.6 [Arabidopsis thaliana] 


Seq* No. 


12580 






5 T -most EST 


kll70T212822.hl 


Seq. No. 


12581 


Contig ID 


25558 1.R1040 


S'-most EST 


LIB3051-04 9-Q1-K1-D3 


Seq. No. 


12582 


Contig ID 


25560 1.R1040 


5* -most EST 


g5753634 


Method 


BLASTX 


NCBI GI 


a2369690 


BLAST score 


351 


E value 


5.0e-33 


Match length 


99 


% identity 


70 


NCBI Description 


(Y11988) FPF1 protein [Arabidopsis thaliana] 


Seq. No. 


12583 


Contig ID 


25560 2.R1040 


5 T -most EST 


LIB3170-039-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2370459 


BLAST score 


337 


E value 


3.0e-31 


Match length 


108 


% identity 


64 


NCBI Description 


(Y11987) FPF1 protein [Sinapis alba] 



2199 



Seq. No. 
Contig ID 
5 '-most EST 

Seq* No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12584 

25560_3.R1040 
dpv701101140.hl 

12585 

25560_4.R1040 

kl!701214626.hl 

BLASTX 

g2369690 

347 

1.0e-32 

99 
72 

(Y11988) FPF1 protein [Arabidopsis thaliana] 



12586 

25562_1.R1040 

uaw700663123.hl 

BLASTX 

g2191154 

821 

1.0e-143 

404 

65 

(AF007269) A_IG002N01 . 11 gene product 
thaliana] 



[Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12587 

25562_2.R1040 

rlr700895650.hl 

BLASTX 

g3702323 

1190 

0.0e+00 

424 

79 

(AC005397) unknown protein [Arabidopsis thaliana] 
12588 

25567JL.R1040 

LIB3051-050-Q1-K1-C11 

BLASTX 

g3080420 

345 

5.0e-54 

245 

52 

(AL022604) 
thaliana] 



putative sugar transporter protein [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



12589 

25578_1.R1040 
LIB3170-044-Q1-K1-C6 

12590 

25585 1.R1040 



2200 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



jC-gmfl02220094e04al 

BLASTX 

g3115374 

680 

3.0e-71 
354 
43 

(AF002016) 



acyl CoA oxidase homolog [Cucurbita sp.] 



12591 

25588JL.R1040 

uC-gmrominsoyl86g07bl 

BLASTX 

g4200165 

648 

1.0e-177 

500 

66 

(Y16262) neutral invertase [Daucus carota] 
12592 

25588_3.R1040 
uC-gmrominsoyl53e0 6b 1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12593 

25590_1.R1040 

LIB3051-061-Q1-K1-G11 

BLASTX 

g3128194 

390 

6.0e-38 
117 
64 

(AC004521) 
thaliana] 



putative heme A: f arnesyltransf erase [Arabidopsis 



12594 

25597_1.R1040 

LIB3170-026-Q1-K1-D7 

BLASTX 

gl66878 

447 

5.0e-44 

171 
54 

(M95796) Stl2p protein [Arabidopsis thaliana] 
12595 

25597_2.R1040 

LIB3051-062-Q1-K1-G7 

BLASTX 

gl66878 

210 

1.0e-16 

98 
49 

(M95796) Stl2p protein [Arabidopsis thaliana] 



2201 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12596 

25598_1.R1040 

uxk700668850.hl 

BLASTX 

gl707015 

273 

2.0e-47 

157 

63 

(U78721) protein phosphatase 2C isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12597 

25601_1.R1040 

LIB3051-063-Q1-K1-B4 

BLASTX 

g3450842 

320 

1.0e-29 

122 

51 

(AF080436) 
sativa] 



mitogen activated protein kinase kinase [Oryza 



Seq. No. 
Contig ID 
S'-most EST 



12598 

25604_1.R1040 
LIB3051-063-Q1-K1-D1 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12599 

25605_1.R1040 

LIB3170-046-Q1-K1-B12 

BLASTX 

g4206209 

414 

1.0e-40 

89 

90 

(AF071527) putative glucan synthase component [Arabidopsis 
thaliana] >gi_4263042_gb_AAD15311_ (AC005142) putative 
glucan synthase component [Arabidopsis thaliana] 

12600 

25606_1.R1040 

LIB317 0-04 6-Q1-K1-A12 

BLASTX 

gl36636 

283 

3.0e-25 

70 

74 

UBIQUI TIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubiquitin-conjugating enzyme UBC1 - 

Arabidopsis thaliana >gi_442594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E.C.6.3. 2. 19) >gi_2981894_j>db_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
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CI 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 

12601 

25612_1.R1040 

LIB3170-050-Q1-K1-D6 

BLASTX 

g3954807 

349 

2.0e-38 

143 

54 

(AJ0118 62) flavonoid 3 f , 5 1 -hydroxylase [Catharanthus 
roseus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



12602 

25615_1.R1040 

LIB3170-062-Q1-J1-A12 

BLASTX 

g3377517 

376 

4.0e-36 

101 

67 

(AF073361) nitrate transporter NTL1 
12603 

25616_1.R1040 
jC-gmro02910025g07dl 

12604 

25618_1.R1040 

LIB3051-070-Q1-K1-A8 

BLASTX 

g629669 

175 

2.0e-12 

88 

44 

hypothetical protein - tomato 



12605 

25620_1.R1040 

LIB3051-070-Q1-K1-F2 

BLASTN 

g3869071 

50 

5.0e-19 

281 
83 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MIL23, complete sequence [Arabidopsis thaliana] 

12606 

25630JL.R1040 
LIB3051-071-Q1-K1-G7 



[Arabidopsis thaliana] 



PI clone: 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 ! -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12607 

25635_1.R1040 
LIB3051-073-Q1-K1-H9 

12608 

25644_1.R1040 

LIB3170-056-Q1-K1-H2 

BLASTX 

g2244763 

683 

8.0e-72 

211 

65 

(Z97335) A6 anther-specific protein [Arabidopsis thaliana] 
12609 

25649JL.R1040 
LIB3051-084-Q1-K1-E4 

12610 

25649_2.R1040 

V4R-02-Q1-B1-A2 

BLASTN 

g2924733 

34 

2.0e-09 

94 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUF9, complete sequence [Arabidopsis thaliana] 

12611 

25649_3.R1040 

uC-gmropicll3cl0bl 

BLASTN 

g2924733 

34 

1.0e-09 

94 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone: 
MUF9, complete sequence [Arabidopsis thaliana] 

12612 

25650JL.R1040 

LIB3051-084-Q1-K1-F8 

BLASTX 

g2827714 

298 

6.0e-27 

136 

46 

(AL021684) receptor protein kinase - like protein 
[Arabidopsis thaliana] 



Seq. No. 



12613 
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.Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



25651JUR1040 

LIB3170-056-Q1-K1-B10 

BLASTX 

g3176715 

611 

2.0e-63 

166 

73 

(AC002392) putative receptor-like protein kinase 
[Arabidopsis thaliana] 





Seq. No. 


12614 




Contig ID 


25652 1.R104U 




5' -most EST 


t tdoi ir\ rm *3 Pi i _ v"i ^c] n 
LIBol /U-Uoo-Ul JM tiu 




Method 


BLASTX 




NCBI GI 


g2244899 




BLAST score 


324 




E value 


5 . ue-3u 




Match length 


71 




% identitv 


82 




NCBI Description 


(Z97338) similar to UFD1 protein [Arabidopsis 


4 w 


Seq. No. 


12615 


LJS 


Contig ID 


25658_JL.R1040 




5' -most EST 


LIB317 0-05 6-Q1-K1 -All 




Method 


BLASTX 




NCBI GI 


g!778101 




BLAST score 


470 


f™ 


E value 


1 . 0e-4o 


L-j 


Match length 


100 




% identity 


84 




NCBI Description 


(064891) expansin [Pinus taeda] 




Seq. No. 


12616 


La? 


Contig ID 


25658 2.R1040 




5' -most EST 


LIB3051-082-Q1-K1-A5 




Seq. No. 


12617 




Contig ID 


25659 1.R1040 




5' -most EST 


yza /UU / boyoz . ni 




Method 


BliAolA 




NCBI GI 


gl652104 




BLAST score 


568 




E value 


2.0e-58 




Match length 


220 




% identity 


49 




NCBI Description 


(D90902) hypothetical protein [Synechocystis 




Seq. No. 


12618 




Contig ID 


25660 1.R1040 




5' -most EST 


LIB3170-055-Q1-K1-H10 




Method 


BLASTX 




NCBI GI 


g!680686 




BLAST score 


337 




E value 


2.0e-31 




Match length 


117 




% identity 


56 



2205 



NCBI Description (U51330) rust resistance kinase LrlO [Triticum aestivum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



12619 

25662_1.R1040 

LIB3170-040-Q1-K1-G10 

BLASTX 

g3395441 

514 

3.0e-52 

139 

71 

(AC004 683) unknown protein 



[Arabidopsis thaliana] 



12620 

25662_2.R1040 

zzp700835721.hl 

BLASTX 

g3395441 

321 

8.0e-30 

86 

73 

(AC004 683) unknown protein [Arabidopsis thaliana] 
12621 

25665_2.R1040 
fua701041605.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



12622 

25667_1.R1040 

uC-gmropic074fl2bl 

BLASTX 

g4138209 

301 

4.0e-27 

138 
37 

(AJ223071) serine/threonine kinase protein MSTK2L, long-form 
[Mus musculus] 

12623 

25670JL.R1040 

LIB3170-056-Q1-K1-H12 

BLASTX 

g3548803 

885 

1.0e-95 

231 
76 

(AC005313) putative DNA~binding protein [Arabidopsis 
thaliana] >gi_433577G_gb_AAD174 47_ (AC006284) putative 
SMUBP-2 [mouse] DNA-binding protein [Arabidopsis thaliana] 

12624 

25675_1.R1040 

LIB3051-087-Q1-K1-F10 

BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. ,No. 
Contig ID 
5' -most EST 



g3821780 
33 

7.0e-09 

33 

58 

Xenopus laevis cDNA clone 27A6-1 
12625 

25680JL.R1040 

LIB3051-087-Q1-K1-H10 

BLASTX 

gl!42619 

237 

7.0e-20 

102 
53 

(U18348) phaseolin G-box binding protein PG1 [Phaseolus 
vulgaris] 

12626 

25682_1.R1040 

ssr700555610.hl 

BLASTX 

g2252830 

893 

4.0e-96 

296 

60 

(AF013293) weak similarity to receptor protein kinase 
[Arabidopsis thaliana] 

12627 

25683_1.R1040 
LIB3051-088-Q1-K1-A12 

12628 

25688_1.R1040 
uC-gmrominsoyll5bl2bl 

12629 

25698_1.R1040 

LIB3051-095-Q1-K1-E3 

BLASTX 

g4559367 

235 

1.0e-19 

138 

38 

(AC006585) putative MADS-box protein [Arabidopsis thaliana] 
12630 

25698_2.R1040 
LIB3051-100-Q1-K1-F9 



Seq. No. 

Contig ID 
5' -most EST 



12631 

25699_1.R1040 
g4296838 
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# 



Method BLASTX 

NCBI GI g3367521 

BLAST score 7 59 

E value 1.0e-80 

Match length 250 

% identity 57 

NCBI Description (AC004392) Similar to gb_U08285 membrane -associated 
salt-inducible protein from Nicotiana tabacum. ESTs 
gb T4 4131 and gb__T04378 come from this gene. [Arabidopsis 
thaliana] 

Seq. No. 12632 

Contig ID 25700JL . R1040 

5 T -most EST LIB3051-095-Q1-K1-F5 

Method BLASTX 

NCBI GI g4490319 

BLAST score 235 

E value 3.0e-39 

Match length 142 

% identity 64 

NCBI Description (AL035678) metal-transporting P-type ATPase [Arabidopsis 
thaliana] 

Seq. No. 12633 

Contig ID 25704JL . R1040 

5 '-most EST uC-gmropic064a01bl 

Method BLASTX 

NCBI GI g3193234 

BLAST score 586 

E value 9.0e-61 

Match length 146 

% identity 51 

NCBI Description (AF068690) peroxisomal targeting signal-1 receptor 
[Citrullus lanatus] 

Seq. No. 12634 

Contig ID 25708__1 . R1040 

5' -most EST LIB3170-057-Q1-K1-E10 

Method BLASTX 

NCBI GI g3482974 

BLAST score 744 

E value 4.0e-7 9 

Match length 184 

% identity 7 9 

NCBI Description (AL031369) ATP-dependent Clp proteinase-like protein 
[Arabidopsis thaliana] 

Seq. No. 12635 

Contig ID 25712_1 . R1040 

5' -most EST LIB3170-058-Q1-K1-A10 

Method BLASTX 

NCBI GI g2764574 

BLAST score 654 

E value 2.0e-68 

Match length 185 

% identity 74 

NCBI Description (AJ001009) pore protein of 24 kD (OEP24) [Pisum sativum] 



2208 



# 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12636 

25712_2.R1040 

fC-gmfl700908266al 

BLASTX 

g2764574 

627 

2.0e-65 

161 

72 

(AJ001009) pore protein of 24 



kD (OEP24) [Pisum sativum] 



12637 

25730_1.R1040 

jex700905783.hl 

BLASTN 

g3510345 

57 

9.0e-23 

305 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone 
MNJ8, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12638 

25730_2.R1040 
LIB3170-061-Q1-K2-D2 

12639 

25730_3.R1040 
jC-gmle01810047b09al 

12640 

25736_1.R1040 

uaw700664311.hl 

BLASTX 

g4454056 

582 

5.0e-60 

133 

89 

(AJ000930) ClpP [Arabidopsis thaliana] 
12641 

25738_1.R1040 
LIB3170-064-Q1-K1-B8 

12642 

25740_1.R1040 

LIB3051-107-Q1-K1-B10 

BLASTX 

g3461846 

516 

1.0e-52 

147 

32 

(AC005315) putative zinc-finger protein [Arabidopsis 



2209 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] 
12643 

25744_1.R1040 

uaw700666130.hl 

BLASTX 

g3193324 

661 

1.0e-135 

312 

68 

(AF069299) contains similarity to WD domains, G-beta 
repeats {Pfam: G-beta. hmm, score: 22.80 and 35.84) 
[Arabidopsis thaliana] 

12644 

25246J..R1040 

LIB3138-125-Q1-N1-H8 

BLASTX 

gl707998 

548 

2.0e-82 

196 

81 

SERINE HYDROXYMETHYLTRANSFERASE , MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 

(SHMT) >gi_481944jpir S40218 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - potato 
>gi_438247_emb_CAA81082_ (Z25863) glycine 
hydroxymethyltransferase [Solanum tuberosum] 

12645 

25746_3.R1040 

LIB3051-107-Q1-K1-G9 

BLASTX 

gl707998 

303 

2.0e-27 

105 

67 

SERINE HYDROXYMETHYLTRANSFERASE , MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_481944_pir S40218 glycine 

hydroxymethyltransferase (EC 2.1.2.1) - potato 

>gi_438247_emb__CAA81082_ (Z25863) glycine 

hydroxymethyltransferase [Solanum tuberosum] 

12646 

25748_1.R1040 

LIB3051-108-Q1-K1-A5 

BLASTX 

gl346113 

280 

9.0e-25 

70 

71 

GTP CYCLOHYDROLASE II >gi_1084339_pir JC4209 GTP 



2210 



cyclohydrolase II (EC 3.5.4.25) - Arabidopsis thaliana 
>gi_940383_dbj_BAA08113_ (D45165) GTP cyclohydrolase II 
[Arabidopsis thaliana] 



oeq. J.\o* 


1 0£.AH 


Contig ID 


25757 1.R1040 


5 T -most EST 


LIB3138-035-Q1-N1-B10 


Method 


BLASTX 


NCBI GI 


g3298544 


BLAST score 


459 


E value 


2,0e-45 


Match length 


225 


% identity 


48 


NCBI Description 


(AC004681) unknown protein [Arabidop 


beq. NO. 




Contig ID 


25758 1.R1040 


5 1 -most EST 


LIB3107-075-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


gl724114 


BLAST score 


494 


E value 


2.0e-67 


Match length 


229 


% identity 


58 


NCBI Description 


(U80041) AflO-protein [Avena fatua] 


Seq. No. 


12649 


Contig ID 


25758 2.R1040 


5' -most EST 


zpv700760792.hl 


Method 


BLASTX 


NCBI GI 


gl724114 


BLAST score 


358 


E value 


6.0e-34 


Match length 


86 


% identity 


73 


NCBI Description 


(U80041) AflO-protein [Avena fatua] 


beq. no. 


lzooU 


Contig ID 


25764 1.R1040 


5 '-most EST 


LIB3170-061-Q1-K2-H11 


Method 


BLASTX 


NCBI GI 


g2598603 


BLAST score 


235 


E value 


1.0e-19 


Match length 


96 


% identity 


55 


NCBI Description 


(AJ002315) shaggy-like kinase 59 [Ni 


Seq. No. 


12651 


Contig ID 


25766 1.R1040 


5 1 -most EST 


LIB3051-110-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g3377517 


BLAST score 


398 


E value 


1.0e-38 


Match length 


144 


% identity 


57 



[Nicotiana tabacura] 
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NCBI Description (AF073361) nitrate transporter NTL1 [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12652 

25777_1.R1040 

LIB3051-111-Q1-K1-F4 

BLASTX 

g4204303 

237 

1.0e-28 

79 
78 

(AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



Seq. No. 


12653 


Contig ID 


25778_1.R1040 






Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


12654 


Contig ID 


25782 1.R1040 


5 T -most EST 


LIB3170-066-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl66949 


BLAST score 


595 


E value 


1.0e-61 


Match length 


180 


% identity 


59 


NCBI Description 


(M32885) cytochrome P-450LXXIA1 (cyp71Al) 




americana] 


Seq. No. 


12655 


Contig ID 


25783 1.R1040 


5' -most EST 


LIB3170-066-Q1-K1-G9 


Method 


BLASTN 


NCBI GI 


g4309719 


BLAST score 


64 


E value 


3.0e-27 


Match length 


148 


% identity 


86 



NCBI Description Arabidopsis thaliana chromosome II BAC T30D6 genomic 
sequence f complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



12656 

25786J..R1040 

LIB3051-012-Q1-E1-H7 

BLASTX 

g3047125 

154 

2.0e-16 

58 
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% identity 83 
NCBI Description 

Seq. No. 
Contig ID 
5 ' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



(AF058919) No definition line found [Arabidopsis thaliana] 



12657 

25796_1.R1040 
uC-gmropic014h05bl 
BLASTX 
g3559816 
877 

1.0e-94 

205 
83 

(Y15782) transketolase 2 [Capsicum annuum] 
12658 

25796_2.R1040 
jC-gmfl02220115a09al 
BLASTX 
g3559816 
486 

5.0e-73 
226 
71 

(Y15782) transketolase 2 [Capsicum annuum] 
12659 

25796_4.R1040 
uC-gmronoir 0 4 2d0 9bl 
BLASTX 
g3559816 
610 

2.0e-63 
141 
82 

(Y15782) transketolase 2 [Capsicum annuum] 
12660 

25799_1.R1040 
LIB3051-093-Q1-K1-B1 
BLASTN 
g3152879 
148 

2.0e-77 
357 
87 

Pisum sativum cell wall invertase (bfructl) mRNA, complete 
cds 



Seq. No. 
Contig ID 
5" -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



12661 

25802_1.R1040 

LIB3170-084-Q1-K1-D1 

BLASTX 

g3915037 

3750 

0.0e+00 

808 

88 
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NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCOS YLTRANS FERASE 2) 
>gi_2570067__emb_CAA04512_ (AJ001071) second sucrose 
synthase [Pisum sativum] 

12662 

25802_2.R1040 

uC-gmropic030fllbl 

BLASTN 

g2570066 

159 

5.0e-84 

231 

92 

Pisum sativum mRNA for second sucrose synthase 
12663 

25806JL.R1040 

jC-gmro02910031d09al 

BLASTX 

gl36739 

908 

8.0e-98 

389 

51 

UTP — GLUCOSE-1-PHOSPHATE URIDYL YLTRANS FERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
potato >gi_218001__dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 

12664 

25806_2. R1040 

fC-gmro700864991x3 

BLASTX 

gl36739 

408 

2.0e-39 

273 

52 

UTP— GLUCOSE-1-PHOSPHATE URIDYLYLTRANS FERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 

12665 

25806^3. R1040 
LIB3138-024-Q1-N1-B11 

12666 

25809_1.R1040 

ssr700554018.hl 

BLASTX 

g4490732 

447 

3.0e-44 
147 



2214 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

(AL035709) phosphoenolpyruvate carboxykinase (ATP) -like 
protein [Arabidopsis thaliana] 



12667 

25815_1.R1040 

fC-gmst700663176f2 

BLASTX 

g3925363 

1206 

1.0e-133 

267 
85 

(AF067 961) homeodomain protein 



[Malus domestica] 



Seq. No. 
Contig ID 
5 '-most EST 



12668 

25825_1.R1040 

pxt700943207.hl 

BLASTX 

g4455283 

925 

1.0e-110 

258 
76 

(AL035527) LI specific homeobox gene ATMLl/ovule-specif ic 
homeobox protein A20 [Arabidopsis thaliana] 

12669 

25838J..R1040 

LIB3170-056-Q1-K1-G4 

BLASTX 

g3522939 

443 

6.0e-44 

123 
70 

(AC004411) putative squamosa-promoter binding protein 
[Arabidopsis thaliana] 

12670 

25839_1.R1040 

jC-gmro02910012a06al 

BLASTX 

g729775 

609 

6.0e-63 

254 

54 

HEAT SHOCK FACTOR PROTEIN HSF8 (HEAT SHOCK TRANSCRIPTION 
FACTOR 8) (HSTF 8) (HEAT STRESS TRANSCRIPTION FACTOR) 

>gi_100264__pir S25481 heat shock transcription factor 8 - 

Peruvian tomato >gi_19492_emb_CAA478 69_ (X67600) heat shock 
transcription factor 8 [Lycopersicon peruvianum] 

12671 

25841JL.R1040 
LIB3139-002-Q1-N1-D8 
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Metnoa 


DT 7\ QfpKT 
DixfiO ilN 


NCBI GI 


g2995454 


BLAST score 


208 


E value 


1 . U6 11 J 


Match length 


A A O 

4 4Z 


% identity 


87 


NCBI Description 


L.luteus mRNA for tRNA-glutamine synthetase 


beq. rJO . 


1 O CTIO 
1Z D / Z 


Contig ID 


25849 1.R1040 


5 '-most EST 


LIB3051-002-Q1-E1-A12 


Seq. No. 


IZO /3 


Contig ID 


ocQcn 1 Din/in 


5 '-most EST 


LIBiOol-uuz-Ql-El-Az 


Seq. No. 


i OCT Jl 

12674 


Contig ID 


25857 1.R1U4U 


o -most Lbi 


j u gmieu lo iuuo jcuiai 


Method 


"DT 7\ O TV 
bliiiO 1 A 


NCBI GI 


g3024894 


BLAST score 


432 


E value 


5 . 0e-4z 


Match length 


JU / 


% identity 


35 


NCBI Description 


HYPOTHETICAL 54.8 KD PROTEIN CY20H10.28C 


Seq. No. 


12675 


Contig ID 


25857 2.R1040 


5' -most EST 


jC-gmfl02220080c05dl 


Seq. No. 


12676 


Contig ID 


25858 1.R1040 


5' -most EST 


LIB3051-004-Q1-E1-C1 


Seq. No. 


12677 


Contig ID 


25859 1.R1040 


5' -most EST 


LIB3051-044-Q1-K1-H4 


Seq. No. 


12678 


Contig ID 


25867 1.R1040 


5 '-most EST 


vzy70 0754360 .hi 


Seq. No. 


12679 


Contig ID 


25869 1.R1040 


5 ' -most EST 


LIB Juol-Ul D-Ql-Ll-Co 


Method 


BltAb IN 


NCBI GI 


g2062705 


BLAST score 


34 


E value 


j . ue-uy 


Match length 


34 


% identity 


61 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


Seq. No. 


12680 


Contig ID 


25869 2.R1040 


5 '-most EST 


LIB3170-043-Q1-J1-C3 
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Seq. No. 
Contig ID 
5 f -most EST 



12681 

25869_3.R1040 
LIB3051-046-Q1-K1-D8 



Seq. No. 

Contig ID 
5 T -most EST 



12682 

25869_4.R1040 
LIB3170-055-Q1-K1-B2 



Seq. No. 
Contig ID 
5' -most EST 



12683 

25870_1.R1040 
LIB3051-006-Q1-E1-B4 



Seq. No. 
Contig ID 
5 ? -most EST 



12684 

25872JL.R1040 
LIB3051-006-Q1-K1-D2 



Seq. No. 


12685 


Contig ID 


ZOO if 1 . K1U4U 


S'-most EST 


LIBoObl-UUb-Ql-El-t 1 


Seq. No. 


12686 


Contig ID 


25884 1.R1040 


5' -most EST 


LIB3051-007-Q1-E1-E1 


Method 


BLASTX 


NCBI GI 


g4105633 


BLAST score 


318 


E value 


3. 0e-29 


Match length 


128 


% identity 


55 


NCBI Description 


(AF04o9oz) putative 




thaliana] 


Seq. No. 


12687 


Contig ID 


ZDooD 1.K1U4U 


5' -most EST 


jC-gmro02910023c06dl 


Method 


BLASTX 


NCBI GI 


g4371285 


BLAST score 


245 


E value 


1.0e-20 


Match length 


101 


% identity 


51 


NCBI Description 


(AC006260) hypotheti 


Seq. No. 


12688 


Contig ID 


25898 1.R1040 


5' -most EST 


LIB3139-004-P1-N1-F5 


Seq. No. 


12689 


Contig ID 


25908 1.R1040 


5 '-most EST 


LIB3051-009-Q1-E1-D2 


Method 


BLASTX 


NCBI GI 


g3608154 


BLAST score 


264 


E value 


7.0e-23 


Match length 


101 


% identity 


52 



putative ethylene receptor [Arabidopsis 
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NCBI Description (AC005314) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



12690 

25912_1.R1040 

LIB3109-048-Q1-K1-F6 

BLASTX 

g2239236 

382 

3.0e-46 

357 
35 

(Z97211) probable involvement in ergosterol synthesis 
[Schizosaccharomyces pombe] 



12691 

25912_2.R1040 

LIB3170-064-Q1-K1-C10 

BLASTX 

g548437 

162 

5.0e-ll 

128 

35 

OSH1 PROTEIN >gi_1078479_pir S534 63 SWH1 protein 

1) - yeast (Saccharomyces cerevisiae) >gi_456143 
Oshlp [Saccharomyces cerevisiae] 



(version 
L28920) 



12692 

25916_1.R1040 
LIB3051-010-Q1-E1-A7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12693 

25922_1.R1040 

wrg700786913.h2 

BLASTX 

g2739378 

284 

4.0e-25 

225 

43 

(AC002505) AR781 [Arabidopsis thaliana] 
12694 

25926_1.R1040 
gsv701049309.hl 

12695 

25931_1.R1040 

uC-gmrominsoy039g03bl 

BLASTX 

g2384916 

160 

1.0e-10 

128 
35 

(AF022982) contains similarity to a DNAJ-like domain 
[Caenorhabditis elegans] 



2218 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



12696 

25938_1.R1040 
LIB3051-011-Q1-E1-E11 

12697 

25938_2.R1040 

g5677361 

BLASTX 

g231654 

160 

1.0e-10 

82 
15 

BRITTLE-1 PROTEIN PRECURSOR >gi_8267 6_pir JQ1459 Btl 

protein precursor - maize >gi_168426 (M79333) brittle-1 
protein [Zea mays] 

12698 

25938_4.R1040 
jOgmst02400013g01dl 

12699 

25938_5.R1040 
pxt700944615.hl 

12700 

25943_1.R1040 

jC-gmle01810060g03al 

BLASTX 

gl947137 

187 

1.0e-33 

374 

32 

(AF000264) similar to the ATP-binding transport protein 
family (ABC transporters) . [Caenorhabditis elegans] 

12701 

25945_1.R1040 

LIB3051-011-Q1-E1-G5 

BLASTX 

g3434975 

267 

3.0e-23 

166 

46 

(AB008107) ethylene responsive element binding factor 5 
[Arabidopsis thaliana] 

12702 

25949JL.R1040 
LIB3051-011-Q1-E1-H6 



Seq. No. 
Contig ID 
5' -most EST 



12703 

25955_1.R1040 
LIB3051-012-Q1-E1-F11 
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© 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



12704 

25957_1.R1040 
LIB3051-012-Q1-E1-F7 

12705 

25959_1.R1040 
LIB3051-012-Q1-E1-G3 

12706 

25964JL.R1040 

LIB3051-013-Q1-E1-C6 

BLASTN 

g2924653 

76 

2.0e-34 

232 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDA7, complete sequence [Arabidopsis thaliana] 

12707 

25968JL.R1040 

jC-gmle01810077d04dl 

BLASTX 

g2501555 

413 

4.0e-40 

104 

67 

POSSIBLE APOSPORY-ASSOCIATED PROTEIN C >gi_549984 (U13148) 
possible apospory-associated protein [Pennisetum ciliare] 

12708 

25969_1.R1040 

uC-gmrominsoy224c01bl 

BLASTX 

g2961383 

326 

1.0e-29 

190 

55 

(AL022141) putative protein [Arabidopsis thaliana] 
12709 

25969_2.R1040 

LIB3092-003-Q1-K1-A10 

BLASTN 

g479145 

86 

3.0e-40 

126 

92 

G.max gene for ATP synthase subunit 



12710 
25969 3, 



R1040 



2220 



5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



LIB3051-047-Q1-K1-G9 

BLASTN 

g3821780 

36 

1.0e-10 

38 
61 

Xenopus laevis cDNA clone 27A6-1 
12711 

25969_6.R1040 
sat701012518.hl 



Seq. No. 
Contig ID 
5" -most EST 



12712 

25971_1.R1040 
LIB3051-014-Q1-E1-A11 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



12713 

25979_1.R1040 

uxk700667138.hl 

BLASTX 

g4220518 

443 

1.0e-43 

195 

48 

(AL035356) hypothetical protein [Arabidopsis thaliana] 
12714 

25981_1.R1040 
LIB3051-014-Q1-E1-E1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12715 

25984_1.R1040 

LIB3051-014-Q1-E1-F1 

BLASTX 

g3184283 

748 

2.0e-79 
306 
73 

(AC004136) 
thaliana] 



putative TBP-binding protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



12716 

25987_1.R1040 

zhf700956302.hl 

BLASTX 

g3702340 

413 

2.0e-40 

102 
75 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
12717 

25988 1.R1040 
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5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



fC-gmfl700905074gl 
12718 

25992_1.R1040 
rlr700897444.hl 



Seq. No. 
Contig ID 
5' -most EST 



12719 

25993_1.R1040 
kll701213410.hl 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



12720 

26002_1.R1040 
LIB3051-084-Q1-K1-G4 

12721 

26003JL.R1040 

uC-gmronoir07 3b0 9bl 

BLASTX 

g3786014 

364 

2.0e-34 

191 

43 

(AC005499) hypothetical protein [Arabidopsis thaliana] 
12722 

26009_1.R1040 
uC-gmrominsoy207h08bl 

12723 

26010JL.R1040 
gsv701052080.hl 

12724 

26011_1.R1040 

LIB3051-016-Q1-E1-B6 

BLASTX 

gl086900 

410 

8.0e-40 

202 

41 

(U41278) contains similarity to G beta repeats 
(PROSITE:PS00670) of the beta-transducin family 
[Caenorhabditis elegans] 

12725 

26011_2.R1040 
LIB3109-053-Q1-K1-B9 

12726 

26012_1.R1040 
LIB3051-016-Q1-E1-B8 



Seq. No. 
Contig ID 
5 '-most EST 



12727 

26013_1.R1040 
LIB3051-016-Q1-E1-B9 



2222 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3128234 

384 

1.0e-36 

75 
92 

(AC004077) 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



12728 

26018_1.R1040 
leu701147551.hl 



Seq. No. 

Contig ID 
5 1 -most EST 



12729 

26020_1.R1040 
jC-gmf!02220103d03al 



Seq. No. 
Contig ID 
5 T -most EST 



12730 

26022_1.R1040 
LIB3093-022-Q1-K1-H4 



Seq. No. 
Contig ID 
5' -most EST 



12731 

26024_1.R1040 
LIB3093-018-Q1-K1-C7 



Seq. No. 
Contig ID 
5 '-most EST 



12732 

26025JL.R1040 
kl!701204963.hl 



Seq. No. 
Contig ID 
5' -most EST 



12733 

26030JL.R1040 
LIB3051-017-Q1-E1-A5 



Seq. No. 
Contig ID 
5 '-most EST 



12734 

26041_1.R1040 
LIB3051-017-Q1-E1-E5 



Seq. No. 
Contig ID 
5 '-most EST 



12735 

26051_1.R1040 
kmv700738607.hl 



Seq. No. 
Contig ID 
5' -most EST 



12736 

26053_1.R1040 
jC-gmf!02220051g01dl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12737 

26054_1.R1040 

LIB3051-018-Q1-E1-D7 

BLASTX 

g4469014 

256 

6.0e-22 

77 

68 

(AL035602) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



12738 

26058 1.R1040 
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5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sat701011106.hl 

BLASTX 

g3834302 

390 

1.0e-37 

112 

66 

(AC005679) Similar to gb_D45384 vacuolar ^-pyrophosphatase 
from Oryza sativa. ESTs gb_F14272 and gb_F14273 come from 
this gene* [Arabidopsis thaliana] 



beq. no. 


LA f 


uonrig id 


ZOUOZ 1.K1U3U 


0 mOSL. .EjD 1 


T TR^DM -D1 ft-Dl -Fl 

JjIDJUJI UIO \) X I-i J. w w> 


Kie tnoa 


£5.UfiD 1 IN 


NCBI GI 


gl403521 


BLAST score 


91 


E value 


l . ue 4 o 


Match length 


lo y 


% identity 


Q Q 


NCBI Description 


P. vulgaris mRNA for chitmase 


Seq. No. 


12740 


Contig ID 


26063 1.R1U4U 


o —most n.o i 


LlDJuJl UIO v-L -t-J-L vj*± 


Metinoa 


JdIiAo 1 LM 


MPp T p T 

1NL*d1 ta-L 




BLAST score 


36 


E value 


1.0e-10 


Match length 


49 


% identity 


66 


NCBI Description 


Xenopus laevis cDNA clone 27A6 


Seq. No. 


12741 


Contig ID 


26068 1.R1040 


5 '-most EST 


jC-gmro02910010h01al 


Method 


BLASTX 


NCBI GI 


g2129604 


BLAST score 


154 


E value 


5.0e-10 


Match length 


65 


% identity 


57 


NCBI Description 


GTP-binding protein 1 - Arabid 



>gi_2129607_pir S71584 GTP-binding protein ATBG1 

Arabidopsis thaliana >gi_1184981 (U46924) ATGB1 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



12742 

26069J..R1040 
cle700967883.hl 



Seq. No. 
Contig ID 
5 '-most EST 



12743 

26073_1.R1040 
uC-gmropic091c!2bl 



Seq. No. 
Contig ID 



12744 

26074 1.R1040 



2224 



5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



LIB3051-019-Q1-K1-G11 
12745 

26083JL.R1040 
fua701038382.hl 

12746 

26085JL.R1040 
gsv701051204.hl 

12747 

26087_1.R1040 
LIB3051-020-Q1-E1-H2 

12748 

26094_1.R1040 
jC-gmst02400058e02al 

12749 

26095JL.R1040 

ncj700985743.hl 

BLASTX 

g3776005 

1011 

1.0e-110 

207 

91 

(AJ0104 66) RNA helicase 
12750 

26095_2.R1040 

smc700746810.hl 

BLASTX 

g3776005 

483 

1.0e-48 

128 

76 

(AJ0104 66) RNA helicase 
12751 

26098_1.R1040 

uC-gmf Iminsoy091a04bl 

12752 

26098_2.R1040 
uC-gmflminsoy018bl2bl 

12753 

26101_1.R1040 
trc700566779.hl 

12754 

26104JL.R1040 

uC-gmropicl00a06bl 

BLASTX 

g4572674 




[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



2225 



# 



BLAST score 


382 


E value 


z . ue j o 


Matcn lengtn 


zzo 


% identity 


4 4 


NCBI Description 


(AC006954) unknown protein 


Seq. No. 


lz / jj 


Contig ID 


ZOiU4 Z.I\1U4U 


o —most bo i 


o =>T-*7nTni 4 1 n o hi 

Sal /U1U141UZ .ni 


Method. 




NCBI GI 


g4572674 


BLAST score 


524 


E value 


4 . ue jj 


Match lengtn 


zoy 


% identity 


4 b 


NCBI Description 


(ALUUbyoy j unjcnown prouem 


Seq. No. 


lz /DO 


Oontig iu 


ZOiuO 1.K1U4U 


o — most bb i 


rua /uiU4iyoD . ni 


TSiT/-\ +■ /"J 

ixie Liioa 


JjJjrlo 1 A 


NCBI GI 


gl076603 


BLAST score 


201 


E value 


o . ue— lo 


Match length 


loo 


% identity 




NCBI Description 


vsf-l protein - tomato 


Seq. No. 


"1 1 "7 C *"7 

lz /o / 


Contig ID 


zolUo 1.R1U4U 


5 1 -most EST 


LlrSoUol-Uz4— yi-J\l— rsy 


Metnoa 


rsliAb 1 A 


NCBI GI 


g4490735 


BLAST score 


291 


E value 


a n ^ _ o /C 
4 . ue-zo 


Match length 


1 1 Q 

llo 


% identity 


51 


NCBI Description 


(AL035708) putative protein 


Seq. No. 


lz /oo 


Contig ID 


zolu9 1.R1U4L) 


5 -most EST 


LIBiOyo-Ulfo-Ql-Kl-bll 


Seq. No. 


12759 


Contig ID 


zoll4 1.R1U4U 


rr T w, — — i— TOT 1 

o — most bb i 


zUU— Ul— yl Dl r 1 


Method 


rSliiio 1 A 


NCBI GI 


gl4Uo4oo 


BLAST score 


145 


E value 


3.0e-13 


Matcn lengtn 


1 Q1 

lol 


o lUcilLl uy 




NCBI Description 


(X98575) DNA-dependent DNA 




thermophilum] 


Seq. No. 


12760 


Contig ID 


26125JL.R1040 



2226 



5 f -most EST 



LIB3051-025-Q1-K1-H12 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12761 

26126_1.R1040 

LIB3051-026-Q1-K1-A3 

BLASTX 

g2494910 

714 

1.0e-131 

608 
42 

HYPOTHETICAL 91.7 KD TRP-ASP REPEATS CONTAINING PROTEIN IN 

NUP116-FAR3 INTERGENIC REGION >gi_1077 983_pir S54549 

probable membrane protein YMR04 9c - yeast (Saccharomyces 
cerevisiae) >gi_817882__emb_CAA89759__ (Z49703) unknown 
[Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5' -most EST 



12762 

26126_2.R1040 
LIB3072-010-Q1-E1-G6 



Seq. No. 

Contig ID 
5' -most EST 



12763 

26132JL.R1040 
LIB3051-030-Q1-K1-D4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12764 

26139_1.R1040 

LIB3051-031-Q1-K1-F9 

BLASTX 

g2129578 

734 

1.0e-77 

156 

87 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi_928932_emb_CAA89205_ (Z49239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi_1585435_prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12765 

26139_2.R1040 

zhf700961911.hl 

BLASTX 

g2129578 

954 

1.0e-103 

247 

78 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi_928932_emb_CAA89205_ (Z49239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi_1585435_prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] 



Seq. No. 

Contig ID 



12766 

26139 3.R1040 



2227 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



vzy700751523.hl 

BLASTX 

g2129578 

220 

5.0e-18 

64 
70 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi_928932_emb_CAA89205_ (Z49239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi_1585435_prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



12767 

26139_5.R1040 

rca700997744.hl 

BLASTN 

g928931 

151 

2.0e-79 

323 

87 

A. thaliana mRNA for putative dTDP-glucose 4-6-dehydratases 
12768 

26147_1.R1040 
LIB3093-024-Q1-K1-H12 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12769 

26153_1.R1040 
jC-gmro02910074c09al 



12770 

26165_1.R1040 

jC-gmle01810090f05dl 

BLASTX 

g3193292 

173 

3.0e-12 

39 

79 

(AF069298) similar 
cellular activites 



to ATPases associated with various 
(Pfam: AAA.hmm, score: 230.91) 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12771 

26165_2.R1040 

awf700839238.hl 

BLASTX 

g3193292 

164 

3.0e-ll 

37 

84 

(AF069298) similar to ATPases associated with various 
cellular activites (Pfam: AAA.hmm, score: 230.91) 
[Arabidopsis thaliana] 



2228 



Seq. No. 

Contig ID 
5 '-most EST 



12772 

26167_1.R1040 
tku700646349.hl 



Seq. No. 
Contig ID 
5 '-most EST 



12773 

26167_3. R1040 
bth700846196.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



12774 

26176JL.R1040 

pmv700891970.hl 

BLASTX 

g3522943 

337 

1.0e-31 

101 

35 

(AC004411) putative p-glycoprotein [Arabidopsis thaliana] 
12775 

26179JL.R1040 

uC-gmropic047c07bl 

BLASTX 

g!711572 

932 

1.0e-101 

217 

82 

SUCCINYL-COA LIGASE ( GDP- FORMING ) , ALPHA-CHAIN PRECURSOR 
(SUCCINYL-COA SYNTHETASE, ALPHA CHAIN) (SCS-ALPHA) 

>gi_107 6415_pir S3057 9 succinate — CoA ligase (GDP-f orming) 

(EC 6.2.1.4) alpha chain - Arabidopsis thaliana (fragment) 

>gi_16510_emb_CAA4 8891_ (X69138) succinate — CoA ligase 
(GDP-f orming) [Arabidopsis thaliana] 

12776 

26183JL.R1040 

LIB3051-047-Q1-K1-E1 

BLASTX 

g2252843 

346 

3. Oe-32 

195 

44 

(AF013293) No definition line found [Arabidopsis thaliana] 
12777 

26187JL.R1040 
LIB3170-040-Q1-K1-D7 

12778 

26189JL.R1040 
smc700750422.hl 



Seq. No. 
Contig ID 



12779 

26189 2.R1040 



2229 



5 '-most EST 


kl!701214477.hl 


ocy. in • 


12780 


^ L/ll 1 Ly XL/ 


26190 1 R1040 

£. \J X -/ U X * ±\X U T U 


sj ILLvJO U £jU 1 


LTR31 70-0 40-01 -Kl -B8 




12781 


Porch i rr TH 


261 Q9 1 R1 040 


S 1 --most F.ST 

■*J ill WO L- J—tkJ J. 


zhf700951796 hi 






NCBI GI 


g3785983 


BLAST score 


334 


J_» VdXUC 




MPii'cYi 1 PTirr'hh 


109 


2- -i Hon t" "i i~\T 


58 






O&rt Kin 


1 9789 


ouxiLxy xjj 


961 Q4 1 Rl 040 


O IUO bt £j O 1 


T T"R^1 7"0 — 04 0— Hi — ,T1 —Aft 


Mpt" h oH 


BLASTN 


NPRT (IT 

L\\sID J- OX 




BLAST score 


104 


E value 


3.0e-51 


lid L> XdlU 


173 


Q- -i r^i 4— n 4-tt 




NCBI Description 


Soybean (Glycine max) low MW 




(Gmhspl7.5-M) 




1 97R^ 


Contig ID 


26207 1.R1040 


5 '-most EST 


LIB3051-055-Q1-K1-C6 


Qart Mrs 
OcCJ. INO. 


x^ / 0 ft 


pnnf T rr TP) 


26990 1 R1040 




T.TR^1?TQ-00Q-nl -K1 -F1 9 
xjxdoxuj/ uu-7 r xz. 


OC^. IN <J • 


1 97R R 


V^UIlLxy XL/ 


96991 1 Rl ClAO 


R 1 -mr^f- FST 


LTR30S1 -0SR-O1 -K2-R1 0 


Mpfhrjr? 

J- 1C Ulll_/<wl 


BLASTN 


NCBI GI 


g665587 


BLAST score 


208 


J— i v CLX uc 


1 . 0e-113 


Mstoh 1 prirrth 


314 


% identity 


94 


NCBI Description 


Human mRNA for calmodulin, c 


OCLj, IN • 


1 97S6 


Print" i rr TP) 
^uii uxy XL/ 


26297 1 R1040 


5' -most EST 


LIB3051-059-Q1-K2-E6 


Seq. No. 


12787 


Contig ID 


26230 2.R1040 


5' -most EST 


LIB3051-048-Q1-K1-E2 



Seq. No. 



12788 



2230 



Contig ID 


26230 3.R1040 


5 1 -most EST 


LIB3051-059-Q1-K2-H10 


beq. No. 


1Z Jo? 


Contig ID 


26234 1.R1040 


5 T -most EST 


seb700650936.hl 


beq. No. 


iz / 


Contig ID 


o ao'i a o di nyi n 
zozj4 Z.K1U4U 


5 T -most EST 


gsv701G4oz4 9 . nl 


Seq. No. 


IZ 131 


Contig ID 


ZoZ3o 1.R1U4U 


o -mosr £*bl 


ssr /uudojjiz .ni 




ijiirio 1 A 




go 4 DlO jO 


riLiAb 1 SCOre 


1U41 o 


E value 


1.0e-114 


Match length 


315 


% identity 


Oj 


NCBI Description 


(AuuudoIoj putative protein 




>gi_3927840 (AC005727) putat 




thaliana] 


beq. no. 


iz / yz 


Contig ID 


26236 2.R1040 


5' -most EST 


LIB3051-061-Q1-K1-C1 


Seq. No. 


12793 


Contig ID 


26236 3.R1040 


5 T -most EST 


epx701105519.hl 


Seq. No. 


12794 


Contig ID 


26238 1.R1040 


5' -most EST 


LIB3107-001-Q1-K1-E7 


Seq. No. 


12795 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26239_1.R1040 

LIB3051-103-Q1-K1-G12 

BLASTX 

g2664210 

751 

2.0e-79 

399 

43 

(AJ222644) 
thaliana] 



asparaginyl-tRNA synthetase [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



12796 

26241_1.R1040 
zhf700964851.hl 



Seq. No. 
Contig ID 
5' -most EST 



12797 

26247_1.R1040 
LIB3051-061-Q1-K1-H6 



Seq. No. 



12798 



2231 



II 



uontig iu 


0£.0A1 9 Rl HAH 






vJ iuUO U JjOI 


LTR^lTTfi-llO-Ol- 


-Kl- 


-Ell 




D__lt_.D 1A 






NCBI GI 


g3935175 






BLAST score 


503 






£j Value 


1.0e-50 








137 






■s laentity 


74 






inuox uescr j_p Lion 


(AC004557) F17L21 


i s r 


oeq. 1NO • 


12799 






uonr,ig iu 


26254 1.R1040 








LIB3106-091-Q1- 


-Kl- 


-G10 


Mot" hi nH 


BLASTX 






Vi D J. OX 


gl764100 






BLAST score 


209 






E value 


2.0e-17 








64 






15 iu.ciil.j_ uy 


68 






"\T f^ 1 "D "T" c** /™i -v* "i v~\ ^— t /™v y~i 

jncdi. uescription 


(U81805) GDP-D- 


-mannose 




thaliana] 






oeq. MO. 


12800 






uonrig xu 


26254 2.R1040 






O IllO o L HjO 1 


dpv701103466.hl 




Mot - Vi f\r^ 


BLASTX 








gl764100 






BLAST score 


453 






E value 


5.0e-45 






ixiaTicn lengtn 


110 






^ luentiLy 


76 






NCBI Description 


(U81805) GDP-D 


-mannose 




thaliana] 






oeq. _mo. 


12801 






Contig ID 


26255 1.R1040 






5' -most EST 


LIB3051-064-Q1 


-Kl 


-Al 


o e q • in o • 


12802 






Contig ID 


26256 1.R1040 






5' -most EST 


LIB3051-064-Q1 


-Kl 


-CI 


Seq. No. 


12803 






Contig ID 


26265 1.R1040 






5' -most EST 


LIB3170-052-Q1 


-Kl 


-D3 


oeq. no. 


12804 






Contig ID 


26270 1.R1040 






5' -most EST 


LIB3051-066-Q1 


-Kl 


-H2 


oeq. no. 


12805 








26271 1.R1040 






5' -most EST 


LIB3051-075-Q1 


-Kl 


-H6 


Seq. No. 


12806 






Contig ID 


26271 2.R1040 






5" -most EST 


LIB3170-052-Q1 


-Kl 


-F4 



2232 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



12807 

26275_1.R1040 
sat701012251.hl 

12808 

26277_1.R1040 

LIB3051-069-Q1-K1-A7 

BLASTX 

g4455245 

185 

2.0e-13 

147 

33 

(AL035523) hypothetical protein [Arabidopsis thaliana] 
12809 

26278_1.R1040 
LIB3170-051-Q1-K1-H6 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



12810 

26280_1.R1040 
LIB3051-070-Q1-K1-A9 

12811 

26286J..R1040 

uxk700673345.hl 

BLASTX 

g3482977 

279 

1.0e-24 

171 

41 

(AL031369) putative protein [Arabidopsis thaliana] 
12812 

26287JL.R1040 
LIB3170-052-Q1-K1-F9 

12813 

26290JL.R1040 

LIB3138-128-Q1-N1-B9 

BLASTX 

g3873707 

285 

5.0e-25 

246 

33 

(Z73102) Similarity to B.subtilis DNAJ protein 
(SW:DNAJ_BACSU) ; cDNA EST yk437al.5 comes from this 
[Caenorhabditis elegans] 

12814 

26291_1.R1040 
sat701005893.hl 
BLASTX 
g4033467 



gene 



2233 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



380 

1.0e-36 

103 
71 

ARGININE/ SERINE -RICH SPLICING FACTOR RSP31 
>gi_1707366_emb_CAA67798_ (X99435) splicing factor 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12815 

26291_2.R1040 

uxk700671765.hl 

BLASTX 

g4033467 

154 

5.0e-10 

34 

79 

ARGININE/ SERINE-RICH SPLICING FACTOR RSP31 
>gi_1707366_emb_CAA67798_ (X99435) splicing factor 
[Arabidopsis thaliana] 

12816 

26300JL.R1040 

jC-gmle01810062fllal 

BLASTX 

g4455350 

296 

3.0e-49 

201 

55 

(AL035524) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 f -most EST 



12817 

26302_1.R1040 
LIB3051-076-B1-K1-E10 



Seq. No. 
Contig ID 
5 '-most EST 



12818 

26311JL.R1040 
LIB3170-041-Q1-K1-G2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



12819 

26317JL.R1040 

LIB3051-081-Q1-K1-A3 

BLASTX 

g4417293 

267 

3.0e-23 

52 
87 

(AC007019) unknown protein [Arabidopsis thaliana] 
12820 

26318JL. R1040 

zhf700956754.hl 

BLASTX 

g3882211 

367 



2234 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 ' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



# • 

1.0e-34 

176 

39 

(AB018288) KIAA0745 protein [Homo sapiens] 
12821 

26320JL.R1040 
LIB3051-082-Q1-K1-A9 

12822 

26332J..R1040 
jex700908922.hl 

12823 

26337_1.R1040 

jC-gmro02910047f01al 

BLASTX 

g4455192 

1407 

1.0e-156 

487 

35 

(AL035440) putative protein [Arabidopsis thaliana] 



12824 

26337_2.R1040 

jC-gmst02400048hl0al 

BLASTX 

g4455192 

505 

7.0e-51 

164 

44 

(AL03544 0) putative protein 
12825 

26339J..R1040 
LIB3051-090-Q1-K1-A1 



[Arabidopsis thaliana] 



12826 

26356_1.R1040 

LIB3139-104-P1-N1-E7 

BLASTX 

g3600049 

465 

1.0e-46 

121 

77 

{AF080120) similar to initiation factor IF2-beta (Pfam: 
GTP_EFTU . hmm, score: 226.67) [Arabidopsis thaliana] 

12827 

26356_2.R1040 

LIB3170-059-Q1-K1-F1 

BLASTX 

g3600049 

187 

2235 



E value 
Match length 
% identity 
NCBI Description 



4.0e-14 

40 
90 

(AF080120) similar to initiation factor IF2-beta (Pfam 
GTP EFTU.hmm, score: 226.67) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



12828 

26360_1.R1040 
LIB3051-094-Q1-K1-G5 



Seq. No. 
Contig ID 
5' -most EST 



12829 

26363_1.R1040 
sat701011253.hl 



Seq. No. 
Contig ID 
5 '-most EST 



12830 

26367JL.R1040 
LIB3051-095-Q1-K1-H9 



Seq. No. 
Contig ID 
5" -most EST 



12831 

26370_1.R1040 
LIB3051-096-Q1-K1-E11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12832 

26371JL.R1040 

LIB3051-096-Q1-K1-G9 

BLASTX 

g4204314 

353 

5. Oe-33 

305 

29 

(AC003027) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12833 

26372_1.R1040 

pmv700890438.hl 

BLASTX 

g3123908 

159 

2.0e-10 

92 

36 

(AF038392) pre-mRNA splicing factor [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12834 

26373_1.R1040 

LIB3051-097-Q1-K1-A9 

BLASTX 

g3877252 

355 

4.0e-34 

150 

53 

(Z93382) F45G2.10 [Caenorhabditis elegans] 



Seq. No. 
Contig ID 



12835 

26376 1.R1040 



2236 



5' -most EST 



LIB3051-097-Q1-K1-B2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12836 

26379JL.R1040 

ssr700559644.hl 

BLASTX 

gl077581 

189 

8.0e-14 

55 
55 

probable membrane protein YDR126w 
cerevisiae) 



yeast ( Saccharomyces 



Seq. No. 
Contig ID 
5' -most EST 



12837 

26380_1.R1040 
LIB3092-047-Q1-K1-C9 



Seq. No. 
Contig ID 
5 ! -most EST 



12838 

26380_2.R1040 
wvk700683092.hl 



Seq. No. 
Contig ID 
5 '-most EST 



12839 

26381J..R1040 
pmv700893124.hl 



Seq. No. 
Contig ID 
5 '-most EST 



12840 

26390_1.R1040 
LIB3051-097-Q1-K1-H5 



Seq. No. 
Contig ID 
5' -most EST 



12841 

26395_1.R1040 
LIB3051-098-Q1-K1-C3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12842 

26396JL.R1040 

leu701153389.hl 

BLASTX 

g3738297 

930 

1.0e-100 

349 

44 

(AC005309) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12843 

26396_2.R1040 

has700548269.hl 

BLASTX 

g3738297 

340 

8.0e-32 

100 

25 

(AC005309) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 



12844 



2237 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26397JL.R1040 

LIB3051-098-Q1-K1-C8 

BLASTX 

g3702335 

322 

2.0e-29 

93 

59 

(AC005397) 
thaliana] 



putative DNA binding protein [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



12845 

26404_1.R1040 
LIB3051-098-Q1-K1-G7 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



12846 

26404_2.R1040 
LIB3107-008-Q1-K1-A9 

12847 

26411J..R1040 
LIB3051-096-Q1-K1-B11 

BLASTX 

g4468814 

153 

5.0e-10 

68 
56 

(AL035601) putative protein [Arabidopsis thaliana] 
12848 

26414_1.R1040 
crh700855155.hl 



Seq. No. 

Contig ID 
5 '-most EST 



12849 

26415_1.R1040 
seb700651450.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5* -most EST 



12850 

26428_1.R1040 

LIB3170-059-Q1-K1-E12 

BLASTX 

g3355471 

268 

2.0e-23 

116 

42 

(AC004218) 
thaliana] 



putative lysophospholipase [Arabidopsis 



12851 

26431_1.R1040 
zpv700760620.hl 

12852 

26434_1.R1040 
leu701151295.hl 



2238 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2500536 

214 

3.0e-17 

101 
45 

PROBABLE ATP-DEPENDENT RNA HELICASE DBP9 

>gi_1077400_pir S51412 hypothetical protein YLR276c 

yeast (Saccharomyces cerevisiae) >gi_577189 (U17245) 
Ylr276cp [Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5 f -most EST 



12853 

26437JL.R1040 
LIB3051-100-Q1-K1-D4 



Seq. No* 
Contig ID 
5 T -most EST 



12854 

26441_1.R1040 
uC-gmrominsoy04 5a08bl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12855 

26446JL.R1040 

kll701202477.hl 

BLASTX 

g3367576 

468 

4.0e-4 6 

197 

49 

(AL031135) NAM / 



CUC2 -like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



12856 

26453_2.R1040 
LIB3170-062-Q1-J1-E4 



Seq. No. 
Contig ID 
5' -most EST 



12857 

26456JL.R1040 
LIB3170-062-Q1-K1-H4 



Seq. No. 
Contig ID 
5' -most EST 



12858 

26461J..R1040 
jC-gmle01810022b!2al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12859 

26462JL.R1040 

fua701039078.hl 

BLASTX 

g3861020 

160 

6.0e-15 

238 

28 

(AJ235271) unknown 



[Rickettsia prowazekii] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



12860 

26471_1.R1040 

LIB3170-015-Q1-J1-A12 

BLASTN 



2239 



KTpTDT (IT 
LNL'OX vjl 


nA S1 Q1 Q9 


BLAST score 


44 


E value 


2.0e-15 


jyiax.cn iengu.n 




% identity 


0 Z 


NCBI Description 


/iraDiaopsis tnanana genomic uinh, cnrc 




MBK21, complete sequence 


beq. NO. 


IZo Ol 


contig id 


Z o4 y o 1 . K1U4 U 


D ittOSU HjO 1 


]ca/UU?U / Oil. XIX 


i v ie unoa 




MPDT PT 

JNUol \jX 


rr1 R 99 £Q 1 

gi o zz u o i 


BLAST score 


183 


E value 


3.0e-13 


Mducn iengr.n 


91 Q 


% identity 


9 £ 
Z O 


NCBI Description 


(U4 9240) symplekin [Homo sapiens] >gi_ 




(Y10931) symplekin [Homo sapiens] 


oeq. wo. 


1 9 Q £9 
IZO OZ 


uontig iu 


9 £ R 1 R 1 fl 4 n 
Z00U0 1 .KlU^U 


o —most Lb l 


LlrioUol-ll /-yi-i\l-Ao 


Seq. No. 


IZo Do 


Contig ID 


26506 1.R1040 


d -most EST 


j c-gmrouzyiuuzonuoai 


Met nod 


DT 7\ C TV 


NCBI GI 


g4512715 


BLAST score 


252 


E value 


z . ue-zl 


Match length 


tic; 
110 


% identity 


A O 

4o 


NCBI Description 


(AC006569) unknown protein [Arabidops 


Seq. No. 


lzo 64 


Contig ID 


occrto i ■Din/in 
zooUo 1.R1U4U 


C T _-- e f TCP 


t yp^nRi _nPQ_ m — Tfi — 
LIdjUji uoo yi J\l b / 


Tul y^v /^XN 

nctuOU 




JNLdi bi 


goo ojjjO 


BLAST score 


155 


E value 


2.0e-10 


Mar.cn lengtn 


C.A 


% identity 


DZ 


NCBI Description 


(ALUUobzJ ; etnyiene— insensitiveo-ii Jce 




thaliana] 


Seq. No. 


i o o /" c 
lzo 00 


Contig ID 


Zod44 1.R1U4U 


d —most iLoi 


LIdjUOI UUi yi Ll Ao 


1X1 C UllOvJ. 


RT ZiQTY 
JD J_iraO 1 A 


NCBI GI 


g4510418 


BLAST score 


236 


E value 


2.0e-19 


Match length 


116 


% identity 


44 



PI clone: 



2143262 emb CAA71861 



NCBI Description (AC006929) hypothetical protein [Arabidopsis thaliana] 



2240 



# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



12866 

26547J..R1040 

crh700854576.hl 

BLASTX 

g3702336 

428 

3.0e-42 

107 

73 

(AC005397) putative 3-methyl-2-oxobutanoate 
hydroxy-methyl-transf erase [Arabidopsis thaliana] 

12867 

26550_1.R1040 

jC-gmle01810062e05al 

BLASTX 

g4249733 

183 

7.0e-13 

417 

22 

(AF109377) ldlBp [Mus musculus] 
12868 

26551JL.R1040 
ssr700558867«hl 



Seq. No. 
Contig ID 
5 '-most EST 



12869 

26554_1.R1040 
LIB3051-002-Q1-E1-C7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12870 

26556_1.R1040 

seb700653063.hl 

BLASTX 

g2506139 

882 

5.0e-95 

261 

71 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_1314049_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 

12871 

26556_2.R1040 

uC-gmrominsoyll0h07bl 

BLASTX 

g2506139 

612 

1.0e-63 

142 

85 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_1314049_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 



2241 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12872 

26556__4.R1040 

zhf700957357.hl 

BLASTX 

g2506139 

256 

2.0e-22 

56 

91 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
{ARCHAIN) >gi_1314049_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12873 

26556^5. R1040 

fua701042255.hl 

BLASTX 

g2506139 

163 

2.0e-ll 

38 

89 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) 
(ARCHAIN) >giJL314049__emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 



(DELTA-COP) 



Seq. No. 
Contig ID 
5 '-most EST 



12874 

26560JL.R1040 
LIB3051-002-Q1-E1-D5 



Seq. No. 
Contig ID 
5' -most EST 



12875 

26562_2.R1040 
ckk700605807.h2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12876 

26572JL.R1040 

crh700851784.hl 

BLASTX 

g4191775 

241 

3.0e-20 

53 

85 

(AC005917) putative acyl-CoA cholesterol acyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12877 

26573_1.R1040 

LIB3051-002-Q1-E1-G8 

BLASTX 

g4567251 

219 

1.0e-17 

58 

66 

(AC007070) unknown protein [Arabidopsis thaliana] 



2242 



Seq. No. 


12878 


Contig ID 


26577_1.R1040 


5 -most EST 


uL-gmropicuyoauoDi 


Seq. No. 


1 OQ7Q 


Contig ID 


26577 Z.R1U4U 


o -most £jb 1 


s eo /uuooz4yu . n x 


Seq. No. 


lzooU 


Contig id 


ZDjOZ X.KXU4U 


r i _-.__.i_ TTOrp 

D -nios L ho 1 


zsg/uxxz / jjo . nx 


Method 


BLASTX 


NCBI GI 


g2281637 


BLAST score 


264 


E value 


z . ue — zz 


Match length 


DO 


% identity 


72 


NCBI Description 


(AF003099) AP2 domain 




[AraDiuopsis unaxiana 


Seq. No. 


12881 


Contig ID 


26582_2.R1040 


5 r -most EST 


LIB3093-018-Q1-K1-B4 


Seq. No. 


12882 


Contig ID 


26583_1.R1040 


5' -most EST 


LIB3051-003-Q1-E1-AO 


Seq. No. 


12883 


Contig ID 


26586_1.R1040 


5' -most EST 


LIB3051-003-Q1-E1-B8 


Seq. No. 


12884 


Contig ID 


26587 1.R1040 


5' -most EST 


LIB3051-003-Q1-E1-B9 


Seq. No. 


12885 


Contig ID 


26591 1.R1040 


5' -most EST 


LIB3170-054-Q1-J1-F4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12886 

26597_1.R1040 

g5606937 

BLASTX 

g!938424 

222 

3.0e-36 

194 

48 

(U97002) similar to acyl-CoA dehydrogenases and epoxide 
hydrolases [Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5' -most EST 



12887 

26599_1.R1040 
kll701212237.hl 



2243 



© 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



12888 

26607JL.R1040 
LIB3109-027-Q1-K1-H8 

128 8 9 

26609_1.R1040 

uaw700662779.hl 

BLASTX 

g3522937 

172 

8.0e-12 

166 

34 

(AC004411) unknown protein [Arabidopsis thaliana] 
12890 

26610_1.R1040 
uC-gmropic063dl0bl 

12891 

26612_1.R1040 

LIB3138-024-Q1-N1-H7 

BLASTX 

g2827519 

559 

2.0e-57 

144 

68 

(AL021633) predicted protein [Arabidopsis thaliana] 
12892 

26613JL.R1040 

fC-gmse7000751180fl 

BLASTX 

g2541876 

459 

3.0e-45 

340 

33 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 

12893 

26615^1. R1040 
LIB3051-004-Q1-E1-C10 

12894 

26616_1.R1040 
eep700865352.hl 

12895 

26619J..R1040 
epx701110205.hl 

12896 

26620JL.R1040 
LIB3051-004-Q1-E1-C6 



2244 



€1 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 



12897 

26620_2.R1040 
dpv701099808.hl 

12898 

26621_1.R1040 
LIB3051-004-Q1-E1-D2 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5" -most EST 



12899 

26622JL.R1040 
uC-gmrominsoy2 1 6h03bl 

12900 

26629JL.R1040 
leu701154851.hl 



Seq. No. 
Contig ID 
5' -most EST 



12901 

26629_2.R1040 
asn701135880.hl 



Seq. No. 
Contig ID 
5 '-most EST 



12902 

26631J..R1040 
LIB3051-004-Q1-E1-E8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12903 

26634JL.R1040 

zhf700961501.hl 

BLASTX 

g3927830 

282 

6.0e-25 

128 

50 

(AC005727) hypothetical protein [Arabidopsis thaliana] 
12904 

26634_3.R1040 

pmv700890677.hl 

BLASTX 

g3927830 

141 

9.0e-09 

70 

44 

(AC005727) hypothetical protein [Arabidopsis thaliana] 
12905 

26639JL.R1040 

LIB3051-004-Q1-E1-G7 

BLASTN 

g3821780 

35 

4-0e-10 

36 
60 

Xenopus laevis cDNA clone 27A6-1 



2245 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 



12906 

26640J..R1040 
uC-gmropicl02a05bl 

12907 

26640_4.R1040 
jex700907390.hl 

12908 

26649_1.R1040 

LIB3170-045-Q1-J1-G3 

BLASTX 

g2104558 

164 

5.0e-ll 

125 

30 

(AB000216) CCA3 [Rattus norvegicus] 
12909 

26651_1.R1040 

bth700847812.hl 

BLASTX 

g2558938 

384 

9.0e-53 

237 

49 

(AF024625) arm repeat containing protein [Brassica napus] 
12910 

26652_1.R1040 
fua701040832.hl 



Seq. No. 
Contig ID 
5 T -most EST 



12911 

26653_1.R1040 
LIB3051-005-Q1-E1-B6 



Seq. No. 

Contig ID 
5 '-most EST 



12912 

26654_2. R1040 
crh700851905.hl 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 



12913 

26654_3.R1040 
zzp700830073.hl 

12914 

26655_1.R1040 
LIB3051-005-Q1-E1-B9 

12915 

26655_2.R1040 
jC-gmle01810010d03dl 

12916 

26661 1.R1040 



2246 



5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



LIB3051-005-Q1-E1-D12 
12917 

26661_2.R1040 
kmv700743694.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



12918 

26665_1.R104G 
LIB3170-033-Q1-K1-H7 

12919 

26667_1.R1040 
jC-gmle01810090fllal 

12920 

26668_1.R1040 

fua701040656.hl 

BLASTX 

g4580461 

426 

7.0e-42 

133 

63 

(AC006081) unknown protein [Arabidopsis thaliana] 



12921 

26668_4.R1040 

uaw700661295.hl 

BLASTX 

g4580476 

253 

1.0e-21 

92 

54 

(AC006081) unknown protein 



[Arabidopsis thaliana] 



12922 

26675_1.R1040 
LIB3051-005-Q1-E1-G12 

12923 

26676JL.R1040 

LIB3051-005-Q1-E1-G2 

BLASTX 

g4325338 

793 

6.0e-85 

176 

81 

(AF128392) No definition line found [Arabidopsis thaliana] 
12924 

26679_1.R1040 
jex700907733.hl 

12925 

26680 1.R1040 



2247 



# • 



5 ? -most EST 


LIB3051-005-Q1-E1-H6 


oeq . 1NO • 


1 9 Q9£ 
1Z .?z 0 




1 R1040 


3 — IlIOSL. lliOl 


t Tn^nM _nn.R-m -v 1 -H7 


O r-v r~r K\r\ 

oeq. 1MO • 


1 9Q97 
1^ Z7Z / 


oonuxg iu 


9 ££R A 1 PI HAH 




np — /rm t~ /"mti i n cn\/9 R R*t1 OV^il 






MPDT PT 


rr?1 91 1 


BLAST score 


410 


E value 


7.0e-40 


L v JaU.dl XeliyLIl 


X DO 


Q~ n /~\ >^ 4— n 4— T T 


R^ 


nldi uescnprion 


\t\£ uu / z / u j contains similarity i_u iuyuoiii iitsavy L/Xiaixi 




LiilaDlUUpS IS LnallandJ 


oeq • wo • 


1 9 Q9Q 

xz yzo 


uontig iu 


ZDOOfi Z.KXU4U 


O XLLUo L XliO 1 


T TR?fTR1 -006-01 -Fl — A1 0 
JjIDjUjI UUD ^X Sj± rilU 


Method 


TJT ZiOTY 
rSLiilo 1 A 


NCBI GI 


g3482922 


BLAST score 


176 


Hi Value 


9 np-1 9 

Z • Uc XZ 


Match length 


D / 


% identity 


65 


NCBI Description 


(AC003970) Hypothetical protein [Arabidopsis thaliana] 


oeq. no . 


1 9 Q9 Q 
XZ ^?Z ^7 


Contig ID 


26690 1.R1040 


5 T -most EST 


LIB3051-006-Q1-E1-B11 


Ofciq . IN (J • 




Contig ID 


26695 1.R1040 


5 f -most EST 


LIB3051-006-Q1-E1-B9 


O C q . IN O . 


1 9Q^1 
XZ jjl 


Contig ID 


26702 1.R1040 


5' -most EST 


LIB3051-006-Q1-K1-C9 


beq. no. 


1 OQQO 

xzyoz 


u-onuxg xu 


9 ^7HQ 1 Dl AAfl 
ZD/Uy X.KXuftU 


o —most: hoi 


XjXBoUvDX — UU b — yx— iL± — Do 


oeq. jno . 


1 9 Q"^^ 
XZ jjj 


uonrig iu 


9 C*7 19 1 1310/10 
Z O / Xz X . KXU4 U 


D IUOSL. HOI 


rlrwini 1 fll 77P hi 

op v /uxxux / /o. nx 


Method 




IN ^ O J. 0 J_ 


rrl R71 1 81 


BLAST score 


266 


E value 


0 . ue-zo 


Match length 


125 


% identity 


5U 


NCBI Description 


(U90439) ring zinc finger protein isolog [Arabidopsis 




thaliana] 




2248 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12934 

26713_1.R1040 
uC-gmronoir006d03bl 

12935 

26720_1.R1040 
uC-gmrominsoyl77bl0bl 

12936 

26722_1.R1040 
uC-gmrominsoy086f 02bl 

12937 

26722^2. R1040 
sat701010330.hl 

12938 

26727_1.R1040 

gsv701049071.hl 

BLASTX 

g4218121 

235 

3.0e-19 

168 

31 

(AL035353) putative protein [Arabidopsis thaliana] 
12939 

26727_2.R1040 
ncj700978159.hl 

12940 

26727_3.R1040 
jC-gmro02910075c08al 

12941 

26728_1.R1040 

LIB3051-006-Q1-E1-H5 

BLASTN 

g3821780 

36 

1.0e-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 



12942 

26730_1.R1040 

uC-gmrominsoy074f 05bl 

BLASTX 

g2853287 

310 

6.0e-28 

300 
32 

(AF001947) U4/U6-associated 
sapiens] 



RNA splicing factor [Homo 



2249 



Seq. No. 


12943 


Contig ID 


26756 1.R1040 


5' -most EST 


LIB3051-006-O1-K1-E4 


Seq. No. 


12944 


Contig ID 


26762 1.R1040 


S'-mn^t F^T 


uaw700661389 hi 


Seq. No. 


12945 


Poni" i rr TP) 


96769 9 R1 040 


5 T -most EST 


zpv7007 60106.hl 


t~J ~ . LN \J « 


12946 


Contia ID 


26763 1 R1040 


5 '-most EST 


a5 60 674 3 


Method 


BLASTX 


NCBI GI 


g3115852 




373 


F Tra 1 no 


i i UC -J 


fv/Ta i - r" , h 1 onn"l"Vi 
L let L. Iw^l 1 xtsiiyL.li 




^ j-u.enL.xt-y 


RQ 


NPRT Dp^rri nf "i nn 

ll \*r ±J -L J-/ \^ O W J L. k»* -l_ 11 


(AL022023) outative 


oeq. ino. 




Pnnt 1 i rr TP) 


9 676? 9 R1 run 


S 1 -nin^t F9T 

»J ILL^JO L. Hi O 1 


rr4?7 69?R 

U 1 iL / U _7Z. U 


Method 


BLASTX 


NCBI GI 


g3115852 


DT,7\ OT 1 qpnrfi 


94^ 

<t. Tt O 


E value 


z . ue z u 


Match length 


71 


% identity 


68 


MpT3 T Hp crri r-jf- -i rm 

LN\_*I_> _L UcSUI Jr — LUll 


( AT.D9 9 f)9 ? ^ nnfat i T7£> 


Seq. No. 


12948 


Contig ID 


26764 1.R1040 


^ ILLvJO U £jU 1 


JJUH / UUOI / lOO • 111 


Seq. No. 


12949 


Contig ID 


26764 2.R1040 


3 ILlOo L .to 1 


•7h-F7nnQ c l R9P ^ hi 


C c» rr "NTr\ 


i 9Q^n 


f r-x-ri -f- -i /T TH 

LOIitly -LD 


9 £7 QQ i "Din/in 


■J ILLUO L HjO 1 


nP-rrmTl 099901 D9-Ffl9^1 


oeq. jno . 


1Z 30 1 


Print* i rr TD 


26793 1 R1040 


S 1 -mn«!t F^T 


i «3h70T067 68 3 hi 


Method 


BLASTX 


NCBI GI 


g3786017 


BLAST score 


191 


E value 


6.0e-14 


Match length 


118 


% identity 


35 


NCBI Description 


(AC005499) putative 



2250 



membrane protein [Arabidopsis thaliana] 



Oorr Mrs 


1 99^9 

X <£. Zf U C 


Print" in TD 


26799 1 R1040 




LTR30S1-007-O1-E1-E12 


Method 


BLASTX 


NCBI GI 


g4263718 


DXJJTlO X O LUJL c 


677 


£j VdlUc 


-J • UtS / X 


Match length 


187 


% identity 


71 


W P* DT r > | ^-n £-> i^i v» i -y- \ 4- t /"\ r"\ 

iNUoJ. UcSCIipciOu 


^.riL/U U OZZ *5 J pUUaClvc UlNri LUpUXbUXUci aoc XXX XJcLa. irzJL aJJxUup o 




LliclXXclIlcl. J 


beq. no. 


1Z j 


P* /-\ r"i -i- -i /T T 


oconn 1 R1 n 4 n 


O — ItlOSu HiOi 


zsg /U11Z4UO / . ni 




1 99R4 




tuouo ^ * i\x vj *± u 


5 T -most EST 


LIB3051-007-Q1-E1-F9 


Method 


BLASTX 


1NUDX bl 




BLAST score 




E value 


1.0e-31 


Match length 


84 


% identity 


1 4 


iNiurSx Description 


vH.rU/xoz/; nypounencai protein L^raDiciopsis unananaj 


Seq. No. 


izyoo 


uonrig ijj 


ZooU/ 1.K1U4U 


o -most liibi 


3 u-gmieuio iuuz bcizai 


beg. no. 


xz yo d 




9fiftflQ 1 RT OAH 
ZDOUi? 1 . KiU^iU 


5' -most EST 


zsg701120512.hl 


Method 


BLASTX 


MpOT pT 

LNUDl UJL 






<i / o 


J_i v ct J. U.tJ 


J . Uc ^. *± 


Match length 


1 cc 
100 


o J_ Li cii Liuy 




NCBI Description 


(U58971) calmodulin— binding protein [Nicotiana tabacum] 


o e q . in o • 


1 9 QR7 
XZ ?J / 


^unuxy xu 




O IUO O U DOl 


LU— gillx OlllXXloOy XXXciXZiJX 


l w lt= LilUU 


J73 J_urit_> J. A. 


NCBI GI 


g3033395 


BLAST score 


256 


E value 


5.0e-22 


Match length 


71 


% identity 


65 


NCBI Description 


(AC004238) putative zinc-finger protein [Arabidopsis 




thaliana] 



Seq. No. 



12958 



2251 



# 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26812_2.R1040 

rca700998284.hl 

BLASTX 

g4490758 

250 

2.0e-21 

113 
42 

(AL035708) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



12959 

26816JL.R1040 
jC-gmst02400053a08dl 



Seq. No. 
Contig ID 
5 T -most EST 



12960 

26818JL.R1040 
LIB3051-061-Q1-K1-B12 



Seq. No. 

Contig ID 
5 '-most EST 



12961 

26819_1.R1040 
uC-gmropic059c02bl 



Seq. No. 
Contig ID 
5 '-most EST 



12962 

26819^2. R1040 
jC-gmro02910066dl0al 



Seq. No. 
Contig ID 
5 '-most EST 



12963 

26819_3.R1040 
asn701131310.hl 



Seq. No. 
Contig ID 
5' -most EST 



12964 

26819_4.R1040 
gsv701053360.hl 



Seq. No. 
Contig ID 
5 '-most EST 



12965 

26820_1.R1040 
LIB3051-008-Q1-E1-A9 



Seq. No. 
Contig ID 
5 '-most EST 



12966 

26826JL.R1040 
zsg701123932.hl 



Seq. No. 
Contig ID 
5' -most EST 



12967 

26833_1.R1040 
LIB3051-008-Q1-E1-C8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12968 

26843_1.R1040 

rca700996928.hl 

BLASTN 

g871763 

181 

3.0e-97 

353 
88 

V.unguiculata mRNA for basic chitinase clase 



2252 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12969 

26846_1.R1040 

jC-gmro02910008d08al 

BLASTX 

g3212865 

261 

2.0e-22 

115 

53 

(AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12970 

26849JL.R1040 

gsv701055916.hl 

BLASTX 

g4454021 

212 

7.0e-17 

116 

38 

(AL035396) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 ! -most EST 



12971 

26851_1.R1040 
LIB3051-008-Q1-E1-F11 



Seq. No. 
Contig ID 
5 '-most EST 



12972 

26854JL.R1040 
epx701110110.hl 



Seq. No. 

Contig ID 
5' -most EST 



12973 

26858_1.R1040 
k!1701212046.hl 



Seq. No. 
Contig ID 
5' -most EST 



12974 

26862_1.R1040 
hyd700729971.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12975 

26870JL.R1040 

LIB3093-027-Q1-K1-C1 

BLASTX 

g629846 

158 

1.0e-10 

134 

37 

initiator-binding protein - maize >gi_483444_emb_CAA55693_ 
(X79086) initiator-binding protein [Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 



12976 

26877_2.R1040 
LIB3170-056-Q1-K1-B2 



Seq. No. 
Contig ID 
5 '-most EST 



12977 

26877_3.R1040 
leu701150292.hl 



2253 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g2370497 

153 

7.0e-10 

77 

34 

(Z98944) 



beta transducin [Schizosaccharomyces pombe] 



12978 

26877_4.R1040 
vwf700679503.hl 



Seq. No. 
Contig ID 
5' -most EST 



12979 

26877_5.R1040 
rlr700897701.hl 



Seq. No. 
Contig ID 
5 '-most EST 



12980 

26879_1.R1040 
uxk700671945.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 



12981 

26883_1.R1040 
jC-gmle01810072c02dl 

12982 

26884_1.R1040 
LIB3107-063-Q1-K1-G2 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST - score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



12983 

26893JL.R1040 
LIB3051-009-Q1-E1-E11 

12984 

26895JL.R1040 

jC-gmst02400055f03al 

BLASTX 

g4566495 

160 

8.0e-ll 

87 

39 

(AF098300) topoisomerase I-binding RS protein [Homo 
sapiens] 

12985 

26901_1.R1040 

LIB3139-061-P1-N1-D10 

BLASTN 

gl70205 

110 

1.0e-54 

378 
82 

N.plumbaginifolia H+-translocating ATPase mRNA 
12986 

26904 1.R1040 



2254 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3051-009-Q1-E1-G3 

BLASTN 

g2656024 

46 

2.0e-16 

280 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K15E6 



Seq. No. 

Contig ID 
5' -most EST 



12987 

26905_1.R1040 
xpa700793238.hl 



Seq. No. 
Contig ID 
5 '-most EST 



12988 

26911_1.R1040 
jC-gmle0181004 9a07dl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



12989 

26912_1.R1040 

LIB3051-010-Q1-E1-A10 

BLASTX 

g3540202 

207 

3.0e-16 

164 

32 

(AC004260) Hypothetical protein [Arabidopsis thaliana] 
12990 

26912_2.R1040 
gsv701048447.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



12991 

26914_1-R1040 
LIB3051-010-Q1-E1-A12 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12992 

26917JL.R1040 
uaw700666215.hl 

12993 

26918JL.R1040 

jC-gmfl02220125b05al 

BLASTX 

g3913996 

862 

1.0e-106 

278 

75 

MITOCHONDRIAL LON PROTEASE HOMOLOG 
>gi_2208927_dbj_BAA20482_ (D85610) 
Lon [Spinacia oleracea] 



1 PRECURSOR 

ATP-dependent protease 



Seq. No. 
Contig ID 
5' -most EST 



12994 

26920_1.R1040 
LIB3051-010-Q1-E1-B3 



2255 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4204275 

161 

7.0e-ll 

162 

31 

(AC004146) 



Unknown protein [Arabidopsis thaliana] 



12995 

26924JL.R1040 
jC~gmro02910031cl2al 

12996 

26933JL.R1040 

LIB3139-028-P1-N1-C10 

BLASTX 

g3212866 

161 

1.0e-10 

171 

32 

(AC004005) unknown protein [Arabidopsis thaliana] 
12997 

26935_1.R1040 

LIB3051-010-Q1-E1-D10 

BLASTX 

g4263790 

636 

1.0e-66 

156 
78 

(AC006068) putative ch-TOG protein [Arabidopsis thaliana] 
12998 

26941JL.R1040 

fua701038762.hl 

BLASTX 

g2501555 

327 

3.0e-30 

113 

57 

POSSIBLE APOSPORY-ASSOCIATED PROTEIN C >gi_549984 (U13148) 
possible apospory-associated protein [Pennisetum ciliare] 

12999 

26941_2.R1040 

LIB3109-035-Q1-K3-A8 

BLASTX 

g4539308 

289 

8.0e-26 

93 

58 

(AL049480) possible apospory-associated like protein 
[Arabidopsis thaliana] 



2256 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



13000 

26942_1.R1040 
jC-gmro02910061c03dl 

13001 

26944JL.R1040 

jC-gmst02400029dlldl 

BLASTX 

g2760321 

364 

2.0e-34 

95 

69 

(AC002130) F1N21.6 [Arabidopsis thaliana] 



13002 

26944_2.R1040 

rca700995991.hl 

BLASTX 

g2760321 

559 

2.0e-57 

152 
68 

(AC002130) F1N21. 



6 [Arabidopsis thaliana] 



13003 

26944_3.R1040 

trc700565320.hl 

BLASTX 

g2760321 

302 

2.0e-27 

102 

52 

(AC002130) F1N21. 



6 [Arabidopsis thaliana] 



13004 

26946J..R1040 
LIB3051-102-Q1-K1-H12 



Seq. No. 
Contig ID 
5' -most EST 



13005 

26947_1.R1040 
LIB3051-010-Q1-E1-E6 



Seq. No. 
Contig ID 
5 '-most EST 



13006 

26953_1.R1040 
sat701008746.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



13007 

26955_1.R1040 

LIB3051-010-Q1-E1-H1 

BLASTX 

gll75426 

264 

1.0e-22 



2257 



Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



123 
49 

PUTATIVE ATP-DEPENDENT RNA HELICASE C12C2.06 
>gi_984214_emb_CAA90819__ (Z54140) probable ATP-dependent 
RNA helicase [Schizosaccharomyces porabe] 

13008 

26961_1.R1040 

rlr700901296.hl 

BLASTX 

g4432863 

208 

4.0e-16 

200 
25 

(AC006300) putative phosphate/phosphoenolpyruvate 
translocator protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



13009 

26962_1.R1040 

LIB3139-118-P1-N1-H4 

BLASTX 

g3820981 

307 

9.0e-28 

149 

39 

(AL031228) dJ1033B10.5 



(SAC2 (suppressor of actin mutation 



2, yeast, homolog) -LIKE (ARE1) ) [Homo sapiens] 
13010 

26962_2.R1040 
uC-gmflminsoy070el2bl 

13011 

26965JL.R1040 
LIB3051-011-Q1-E1-A6 



Seq. No. 
Contig ID 
5 f -most EST 



13012 

26967JL.R1040 
zhf700953919.hl 



Seq. No. 
Contig ID 
5 '-most EST 



13013 

26973_1.R1040 
sat701012340.hl 



Seq. No. 

Contig ID 
5' -most EST 



13014 

26975_1.R1040 
crh700850209.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



13015 

26975_2.R1040 
gsv701052579.hl 

13016 

26991JL.R1040 
eep700866189.hl 



2258 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3850821 

1562 

1.0e-174 

360 

83 

(Y18350) U2 snRNP auxiliary factor, large subunit 
[Nicotiana plumbaginifolia] 

13017 

26991_2.R1040 

g4396457 

BLASTX 

g3850823 

286 

2.0e-25 

67 

78 

(Y18351) U2 snRNP auxiliary factor, large subunit 
[Nicotiana plumbaginifolia] 

13018 

26991_3.R1040 

jC-gmfl02220101gl0al 

BLASTX 

g3850823 

394 

4.0e-38 

95 
81 

(Y18351) U2 snRNP auxiliary factor, large subunit 
[Nicotiana plumbaginifolia] 



Seq. No. 
Contig ID 
5' -most EST 



13019 

26996_1.R1040 
uxk700671012.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13020 

27000_1.R1040 

seb700651428.hl 

BLASTX 

g2673914 

1606 

1.0e-179 

546 

60 

(AC002561) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



13021 

27004_1.R1040 
LIB3051-012-Q1-E1-C6 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



13022 

27006_1.R1040 

LIB3051-012-Q1-E1-D11 

BLASTN 

g4519192 



2259 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38 

1.0e-ll 

138 
82 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MBK21, complete sequence 



Seq. No. 
Contig ID 
5 '-most EST 



13023 

27016_1.R1040 
LIB3051-066-Q1-K1-D6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13024 

27017_1.R1040 

jC-gmro02910048e01al 

BLASTX 

g3850113 

165 

4.0e-ll 

147 

46 

(AL033388) hypothetical integral membrane protein 
[Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5 '-most EST 



13025 

27022JL.R1040 
LIB3051-012-Q1-E1-H10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



13026 

27026_1.R1040 

jC-gmro02910037bl2al 

BLASTX 

g2894607 

332 

1.0e-30 

103 

59 

(AL021889) NAM (no apical meristem) - like protein 
[Arabidopsis thaliana] 

13027 

27026_2.R1040 
LIB3138-018-Q1-N1-A12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13028 

27028_1.R1040 

LIB3107-031-Q1-K1-E8 

BLASTX 

g2213547 

218 

2.0e-17 

97 

49 

(Z97052) putative ubiquinone biosynthesis methyltransf erase 
[Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 



13029 

27032 1.R1040 



2260 



5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



LIB3138-034-Q1-N1-H8 
13030 

27037JL.R1040 
LIB3051-013-Q1-E1-C4 

13031 

27044JL.R1040 

LIB3051-013-Q1-E1-E7 

BLASTX 

g4512676 

257 

4.0e-22 

84 

54 

(AC006931) unknown protein [Arabidopsis thaliana] 
13032 

27045JL.R1040 
LIB3051-013-Q1-E1-E8 

13033 

27047_1.R1040 

LIB3073-004-Q1-K1-H5 

BLASTX 

g2462759 

357 

1.0e-33 

73 
85 

(AC002292) Putative Cytochrome B5 [Arabidopsis thaliana] 
13034 

27047_2.R1040 
crh700850908.hl 

13035 

27050_1.R1040 
uC-gmrominsoy205bllbl 

13036 

27053_1.R1040 

kmv700740120.hl 

BLASTX 

g2134385 

963 

1.0e-104 

317 

59 

protein kinase - chicken >gi_571460 (U16656) protein kinase 
[Gallus gallus] 

13037 

27053_2.R1040 

uC-gmropic064cllbl 

BLASTX 

g2134385 



2261 



BLAST score 


€> 

271 


E value 


2 . Oe-23 


Match length 


110 


% identity 


50 


NCBI Description 


protein 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



[Gallus gallus] 
13038 

27053_3.R1040 
jC-gmro02910005a!2al 

13039 

27055_1.R1040 
LIB3051-014-Q1-E1-A1 

13040 

27055_2.R1040 
ncj700987764.hl 

13041 

27059_1.R1040 
zhf700964622.hl 

13042 

27061_1.R1040 

rlr700898884.hl 

BLASTX 

g2342682 

100 

5.0e-15 

126 
46 

(AC000106) Contains similarity to Rattus AMP -activated 
protein kinase (gb_X95577) . [Arabidopsis thaliana] 

13043 

27062JL.R1040 
zhf700954693.hl 

13044 

27065JL.R1040 

LIB3109-041-Q1-K1-D1 

BLASTX 

g3451068 

425 

7.0e-42 
113 

72 

(AL031326) putative protein [Arabidopsis thaliana] 
13045 

27071JL.R1040 

LIB3051-014-Q1-E1-D8 

BLASTX 

g3152596 

238 

6.0e-20 



2262 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



62 
79 

(AC002986) YUP8H12R.36 [Arabidopsis thaliana] 
13046 

27073_1.R1040 

awf700837868.hl 

BLASTX 

g4538981 

219 

8.0e-18 

130 

46 

(AL049487) putative protein [Arabidopsis thaliana] 
13047 

27077_1.R1040 
LIB3051-014-Q1-E1-E9 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13048 

27077_2.R1040 

uC-gmrominsoy090g04bl 

BLASTX 

g4314390 

318 

3.0e-29 
142 
47 

(AC006232) 
thaliana] 



putative calcium binding protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 



13049 

27078_1.R1040 

LIB3094-014-Q1-K1-E11 

BLASTX 

g2232354 

381 

3.0e-36 

331 

31 

{AF006081} UDPG glucosyltransf erase [Solanum berthaultii] 
13050 

27078_2.R1040 

g4304087 

BLASTX 

g2232354 

251 

1.0e-21 

110 

45 

(AF006081) UDPG glucosyltransf erase [Solanum berthaultii] 
13051 

27079_1.R1040 

trc700561182.hl 

BLASTX 



2263 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



g4539314 
516 

5.0e-52 

212 

52 

(AL035679) 



kinesin like protein [Arabidopsis thaliana] 



13052 

27080_1.R1040 
LIB3051-014-Q1-E1-F5 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13053 

27085JL.R1040 
LIB3051-014-Q1-E1-G6 

13054 

27086_1.R1040 

LIB3051-014-Q1-E1-G7 

BLASTX 

g3135268 

277 

2.0e-24 

149 

37 

(AC003058) putative RNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



13055 

27092_1.R1040 
LIB3051-015-Q1-E1-A7 

13056 

27100_1.R1040 
uC-gmrominsoy062a04bl 

13057 

27102_1.R1040 
rlr700897006.hl 

13058 

27103_1.R1040 

gsv701047882.hl 

BLASTX 

g2832628 

634 

2.0e-65 

275 

52 

(AL021711) putative protein [Arabidopsis thaliana] 
13059 

27103_2.R1040 
uC-gmropic023b01bl 

13060 

27103_4.R1040 
jC-gmle01810064g09dl 



2264 



Seq. No. 
Contig ID 
5' -most EST 



13061 

27108JL.R1040 
LIB3139-031-P1-N1-F10 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13062 

27108_2.R1040 
LIB3051-015-Q1-E1-G8 

13063 

27109_1.R1040 

uC-gmrominsoy311b02bl 

BLASTX 

g3879150 

244 

2.0e-20 

112 

47 

(Z70686) Similarity to Yeast hypothetical protein YKEO 
(SW:YKE0_YEAST) ; cDNA EST yk254g6.3 comes from this gene 
cDNA EST yk254g6.5 comes from this gene [Caenorhabditis 
elegans] 



Seq. No. 


13064 


Contig ID 


27123 1.R1040 


5 '-most EST 


LIB3051-016-Q1-E1-D2 


Method 


BLASTX 


NCBI GI 


g2809250 


BLAST score 


630 


E value 


8.0e-66 


Match length 


158 


% identity 


73 


NCBI Description 


(AC002560) F21B7.19 [Arabidopsis 


Seq. No. 


13065 


Contig ID 


27124 1.R1040 


5 '-most EST 


LIB3109-038-Q1-K1-A8 


Seq. No. 


13066 


Contig ID 


27125 1.R1040 


5 '-most EST 


bth700846279.hl 


Seq. No. 


13067 


Contig ID 


27125 2.R1040 


5 '-most EST 


LIB3109-047-Q1-K1-H1 


Seq. No. 


13068 


Contig ID 


27127 1.R1040 


5' -most EST 


bth700845322.hl 


Method 


BLASTX 


NCBI GI 


g2829926 


BLAST score 


150 


E value 


2.0e-09 


Match length 


61 


% identity 


54 


NCBI Description 


(AC002291) Hypothetical protein 



2265 



Seq. No. 


13069 


Corvtig ID 


27133 1.R1040 


5* -most EST 


LIB3051-016-Q1-E1-F8 


Seq. No. 


13070 


Contig ID 


27137 1.R1040 


5' -most EST 


jC-gmro02910007bl2al 


Seq. No. 


13071 


Contig ID 


27140_1.R1040 


5* -most EST 


LIB3138-095-Q1-N1-C5 


Method 


BLASTX 


NCBI GI 


g2829889 


BLAST score 


372 


E value 


3.0e-35 


Match length 


119 


% identity 


66 


NCBI Description 


(AC002396) Hypotheti< 


Seq. No. 


13072 


Contig ID 


27140 2.R1040 


5 1 -most EST 


LIB3106-086-Q1-K1-E1 


Seq. No. 


13073 


Contig ID 


27140 3.R1040 


5 1 -most EST 


rca700997083.hl 


Method 


BLASTX 


NCBI GI 


a2213621 


BLAST score 


229 


E value 


6.0e-19 


Match length 


98 


% identity 


53 


NCBI Description 


(AC000103) F21J9.26 


Seq. No. 


13074 


Contig ID 


27141 1.R1040 


S^most EST 


epx701105189.hl 


Method 


BLASTX 


NCBI GI 


g2829887 


BLAST score 


273 


E value 


5.0e-24 


Match length 


131 


?; i df^ni - 1 +■ v 


48 


NCBI Description 


(AC002396) Hypotheti 


Seq. No. 


13075 


Contig ID 


27142 1.R1040 


5 '-most EST 


jC-gmst02400050a04al 


Seq. No. 


13076 


Contig ID 


27150 1.R1040 


5 '-most EST 


LIB3051-017-Q1-E1-C7 


Method 


BLASTX 


NCBI GI 


g2213600 


BLAST score 


418 


E value 


2.0e-40 


Match length 


221 



2266 



% identity 38 

NCBI Description (AC000348) T7N9.20 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13077 

27152_1.R1040 

uC-gmrominsoy285d09bl 

BLASTX 

g4467147 

754 

4.0e-80 

251 

63 

(AL035540) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13078 

27159_1.R1040 

smc700748595.hl 

BLASTX 

g4206122 

1352 

1.0e-162 

357 

80 

(AF097667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13079 

27159_2.R1040 

g4313923 

BLASTX 

g3608412 

381 

2.0e-36 

80 

89 

(AF079355) protein phosphatase-2c [Mesembryanthemum 
crystallinum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13080 

27165J..R1040 

LIB3093-032-Q1-K1-H5 

BLASTX 

g2582639 

742 

1.0e-79 

394 

31 

(AJ002414) hnRNP-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



13081 

27165_2.R1040 

LIB3107-044-Q1-K1-B5 

BLASTX 

g2244786 

154 

6.0e-10 
40 



2267 



% identity 34 

NCBI Description (Z97335) ribonucleoprotein homolog [Arabidopsis thaliana] 



beg, no. 


1 ~tfiS9 

_OVJ O _ 


Contig ID 


27165_3.R1040 


5' -most EST 


uC-gmropic062al0bl 


Method 


Dlorib 1 A 


XTf* , "T} T /"'T 

NLB1 bl 


-rOC O O (TOO 

gzo o ioo 3 


BLAST score 


217 


E value 


2.0e-35 


Match length 




% identity 


Q 1 
O 1 


NCBI Description 


(AJUU/4±fl; nnKJNJr— XI J 


Seq. No. 


1 ^ 
1 jUoj 


Contig ID 




5 -most ESI 


V 4 1_ Ul _1 Dl n4 


beq. jno . 


1 *5f|ft4 




971 71 1 R1 040 


5' -most EST 


trc700562208.hl 


Method 


BLASTX 


NCBI GI 


g4544409 


BLAST score 


1271 


E value 


1.0e-140 


Match length 


380 


% identity 


63 


NCBI Description 


(AC006955) putative 



putative transcription factor [Arabidopsis 



thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13085 

27174JL.R1040 

LIB3051-105-Q1-K1-F2 

BLASTX 

gl723176 

174 

4.0e-12 

64 

55 

HYPOTHETICAL 22.4 KD PROTEIN SLL0615 

>gi_1001617_dbj_BAA10348_ (D64002) transmembrane protein 
FT27 [Synechocystis sp.] >gi__1256592 (U38892) similar to 
Mus musculus transmembrane protein (clone pFT27); Method: 
conceptual translation supplied by author; ORF206 
[Synechocystis sp. ] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13086 

27178_1.R1040 

LIB3051-018-Q1-E1-B8 

BLASTX 

g3130051 

275 

4.0e-24 

128 

45 

(AL023518) conserved hypothetical protein 
[Schizosaccharomyces pombe] 



2268 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13087 

27179JL.R1040 
LIB3051-018-Q1-E1-B9 

13088 

27180_1.R1040 

uC-gmflminsoy007c03bl 

BLASTX 

g2827469 

901 

7.0e-97 

568 
36 

(AF044255) NOSA [Dictyostelium discoideum] 
13089 

27184_1.R1040 

LIB3051-018-Q1-E1-C7 

BLASTN 

g3399678 

74 

2.0e-33 

206 

84 

Arabidopsis thaliana chromosome 1 BAC F13M7 
complete sequence [Arabidopsis thaliana] 



sequence, 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



S13551 



13090 

27186_1.R1040 
pmv700895189.hl 
BLASTX 
gl36452 
409 

6.0e-40 
128 
62 

STEM-SPECIFIC PROTEIN TSJT1 >gi_100383_pir_ 
stem-specific protein - common tobacco 
>gi_20037_emb_CAA36525_ (X52283) stem specific, weakly 
expressed in other organs [Nicotiana tabacum] 

13091 

27194JL.R1040 
LIB3051-018-Q1-E1-F12 

13092 

27194_2.R1040 
LIB3170-057-Q1-K1-A1 

13093 

27197_1.R1040 
LIB3051-018-Q1-E1-F8 

13094 

27212_1.R1040 
uC-gmropicOllbOlbl 



2269 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4539423 

1446 

1.0e-161 

323 
86 

(AL049171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



13095 

27212_2.R1040 
vwf 700676527. hi 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13096 

27213_1.R1040 

LIB3051-019-Q1-E1-B12 

BLASTX 

g4220480 

604 

1.0e-62 

170 

40 

(AC006069) unknown protein [Arabidopsis thaliana] 
13097 

27215_1.R1040 

kll701210318.hl 

BLASTX 

g3790569 

158 

7.0e-24 

152 
43 

(AF078822) RING-H2 finger protein RHA2a [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



13098 

27215_2.R1040 
awf700839479.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13099 

27217_1.R1040 

uC-gmrominsoyl89g03bl 

BLASTX 

g3695063 

541 

3.0e-55 

127 

82 

(AF064789) rac GTPase activating protein 3 [Lotus 
japonicus] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



13100 

27233_1.R1040 
fde700875589.hl 
BLASTX 
g3927836 



2270 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



288 

3.0e-25 

224 

36 

(AC005727) unknown protein [Arabidopsis thaliana] 
13101 

27233_2.R1040 

LIB3051-019-Q1-E1-D6 

BLASTX 

g3927836 

150 

2.0e-16 

171 
35 

(AC005727) unknown protein [Arabidopsis thaliana] 
13102 

27236_1.R1040 

LIB3051-019-Q1-E1-E10 

BLASTX 

g3882239 

149 

2.0e-09 

78 

40 

(AB018302) KIAA0759 protein [Homo sapiens] 
13103 

27239_1.R1040 
LIB3051-019-Q1-E1-E3 



Seq. No. 
Contig ID 
5' -most EST 



13104 

27239_2.R1040 
LIB3167-017-P1-K1-H3 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



13105 

27242_1.R1040 
LIB3107-039-Q1-K1-E10 

13106 

27248JL.R1040 

LIB3051-019-Q1-E1-F9 

BLASTX 

g4314363 

220 

7.0e-18 

125 

47 

(AC006340) hypothetical protein [Arabidopsis thaliana] 
13107 

27250JL.R1040 

LIB3051-019-Q1-E1-G3 

BLASTX 

gl871185 

621 



2271 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



1.0e-64 

133 

83 

(U90439) seven in absentia isolog [Arabidopsis thaliana] 
13108 

27253_1.R1040 
LIB3051-019-Q1-E1-H1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



13109 

27255JL.R1040 

fC-gmle700560219al 

BLASTX 

g3925363 

1319 

1.0e-146 

463 

58 

(AF067961) homeodomain protein 
13110 

27258J..R1040 
LIB3051-019-Q1-E1-H9 



[Malus domestica] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



13111 

27258_2.R1040 
g4396758 

13112 

27285_1.R1040 

LIB3051-020-Q1-E1-A2 

BLASTN 

g4159701 

43 

6.0e-15 

116 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K22G18, complete sequence [Arabidopsis thaliana] 

13113 

27289_1.R1040 

LIB3052-012-Q1-N1-H10 

BLASTX 

gl929067 

646 

6.0e-67 

518 

32 

(Z93777) fadD36 [Mycobacterium tuberculosis] 
13114 

27289_3.R1040 
fC-gmst700651302d4 

13115 

27294 1.R1040 



2272 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



LIB3051-020-Q1-E1-C10 

BLASTX 

g3080437 

153 

6.0e-10 

38 
79 

(AL022605) putative protein [Arabidopsis thaliana] 
13116 

27298_1.R1040 
LIB3170-077-Q1-K1-B6 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13117 

27298_2.R1040 
wvk700684521.hl 

13118 

27299JL.R1040 

jC-gmle01810006f05al 

BLASTN 

g!871173 

79 

4.0e-36 

262 

84 

Arabidopsis thaliana chromosome II BAC T06D20 genomic 
sequence, complete sequence 

13119 

27301_1.R1040 

wvk700682732.hl 

BLASTX 

gl619300 

545 

1.0e-55 

145 

70 

(X95269) LRR protein [Lycopersicon esculentum] 
13120 

27302JL.R1040 
jC-gmro02800029a08al 

13121 

27310_1.R1040 

uC-gmrominsoy231e06bl 

BLASTX 

g4531444 

565 

6.0e-58 

163 

69 

(AC006224) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



13122 

27310 2.R1040 



2273 



5' -most EST uC-gmrominsoy206b02bl 

Seq. No. 13123 

Contig ID 27310_3.R1040 

5' -most EST jC-gmro02910009b02al 

Seq. No, 13124 

Contig ID 27325_1.R1040 

5' -most EST uC-gmropic012h01bl 

Method BLASTX 

NCBI GI g2462834 

BLAST score 402 

E value 8.0e-39 

Match length 182 

% identity 49 

NCBI Description (AF000657) hypothetical protein [Arabidopsis thaliana 

Seq. No. 13125 

Contig ID 27328_1.R1040 

5' -most EST LIB3107-011-Q1-K1-E5 

Seq. No. 13126 

Contig ID 27330J..R1040 

5 T -most EST hrw701063079.hl 

Seq. No. 13127 

Contig ID 27335_1 .R1040 

5 '-most EST zhf 700964526 .hi 

Method BLASTX 

NCBI GI g2088651 

BLAST score 224 

E value 3.0e-18 

Match length 119 

% identity 44 

NCBI Description (AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

Seq. No. 13128 

Contig ID 27345_1 .R1040 

5* -most EST LIB3051-023-Q1-K1-B7 

Seq. No. 13129 

Contig ID 27356_1 . R1040 

5' -most EST uaw700665019.hl 

Method BLASTX 

NCBI GI g3582779 

BLAST score 458 

E value 9.0e-46 

Match length 139 

% identity 44 

NCBI Description (AF056282) peroxisomal targeting sequence 1 receptor 
[Nicotiana tabacum] 

Seq. No. 13130 

Contig ID 27362J..R1040 

5 T -most EST LIB3139-096-P1-N1-B1 

Method BLASTX 



2274 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5" -most EST 



g4538929 
336 

7.0e-31 

215 

38 

(AL04 9483) putative nucleic acid binding protein 
[Arabidopsis thaliana] 

13131 

27371JL.R1040 

LIB3139-028-P1-N1-B5 

BLASTX 

g2894378 

240 

4.0e-20 

123 

44 

(Y14573) putative ribophorin I homologue [Hordeum vulgare] 
13132 

27371_2.R1040 
jC-gmle01810041d02al 

13133 

27372_1.R1040 
LIB3051-024-Q1-K1-B4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13134 

27377_1.R1040 

uC-gmropic032gl2bl 

BLASTX 

g4544409 

389 

4.0e-37 

120 
62 

(AC006955) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



13135 

27377_2.R1040 
uC-gmronoir068c!0bl 



Seq. No. 
Contig ID 
5' -most EST 



13136 

27377_5.R1040 
LIB3051-024-Q1-K1-C6 



Seq. No. 
Contig ID 
5' -most EST 



13137 

27394_1.R1040 
kl!701203659.h2 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



13138 

27395_1.R1040 

fC-gmfl700908011al 

BLASTX 

g4539330 

790 



2275 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



3.0e-84 

225 

72 

(AL035679) putative receptor-like protein kinase (fragment) 
[Arabidopsis thaliana] 

13139 

27406JL.R1040 
LIB3051-025-Q1-K1-D1 



Seq. No. 
Contig ID 
5 T -most EST 



13140 

27407_1.R1040 
LIB3051-025-Q1-K1-D10 



Seq. No. 
Contig ID 
5 1 -most EST 



13141 

27409_1.R1040 
LIB3051-025-Q1-K1-D6 



Seq. No. 
Contig ID 
5' -most EST 



13142 

27413_1.R1040 
LIB3051-025-Q1-K1-E7 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



13143 

27414_1.R1040 

LIB3139-041-P1-N1-B9 

BLASTX 

g4572676 

124 

3.0e-13 

150 

33 

(AC006954) unknown protein [Arabidopsis thaliana] 
13144 

27418J..R1040 

jC-gmfl02220079h01al 

BLASTX 

g4206122 

436 

7.0e-43 

171 

50 

(AF097667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 

13145 

27419_1.R1040 
wvk700682790.hl 



Seq. No. 

Contig ID 
5' -most EST 



13146 

27425_1.R1040 
LIB3051-025-Q1-K1-H4 



Seq. No. 
Contig ID 
5' -most EST 



13147 

27426_1.R1040 
LIB3093-023-Q1-K1-E10 



2276 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID • 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13148 

27429_1.R1040 
pcp700995406.hl 

13149 

27435_1.R1040 
2hf700952773.hl 

13150 

27439_1.R1040 

wrg700788979.h2 

BLASTX 

g4415938 

332 

7.0e-31 

103 

63 

(AC006418) unknown protein [Arabidopsis thaliana] 
13151 

27445_1.R2.040 
zpv700760243.hl 

13152 

27446JL.R1040 

smc700748391.hl 

BLASTX 

g4249402 

525 

2.0e-53 

152 
69 

(AC006072) unknown protein [Arabidopsis thaliana] 



13153 

27451_1.R1040 

jC-gmro02910004d05al 

BLASTX 

g3873621 

305 

2.0e-27 

172 

44 

(Z98262) similar to Ubiquitin family; cDNA 
comes from this gene; cDNA EST EMBL:C08080 
gene; cDNA EST EMBL:C08013 comes from this 
EMBL:C08074 comes from this gene; cDNA EST 
>gi_3875993_erab_CAA95799_ (Z71260) similar 
family; cDNA EST EMBL:C11990 comes from thi 
EMBL:C08080 comes from this gene; cDNA EST 
comes from this gene; cDNA EST EMBL:C08074 
gene; cDNA EST EMBL:C09 



EST EMBL:C11990 
comes from this 
gene; cDNA EST 
EMBL:C09. . . 
to Ubiquitin 
s gene; cDNA EST 
EMBL:C08013 
comes from this 



Seq. No. 
Contig ID 
5' -most EST 



13154 

27459JL.R1040 
uaw700661060.hl 



2277 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13155 

27467JL.R1040 

LIB3051-027-Q1-K1-B11 

BLASTX 

g2827561 

238 

2.0e-19 

164 
35 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi_3292809_emb_CAA19799_ (AL031018) putative protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



13156 

27471_1.R1040 
LIB3051-027-Q1-K1-C11 



Seq. No. 
Contig ID 
5 1 -most EST 



13157 

27472JL.R1040 
LIB3051-027-Q1-K1-C12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13158 

27474_1.R1040 

LIB3094-005-Q1-K1-F6 

BLASTN 

g3821780 

36 

2.0e-10 

47 
65 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 


13159 






Contig ID 


27474 2.R1040 






5' -most EST 


LIB3051-027-Q1- 


Kl- 


-C8 


Seq* No. 


13160 






Contig ID 


27474 3.R1040 






5' -most EST 


ncj700979102.hl 






Seq. No. 


13161 






Contig ID 


27476 1.R1040 






5" -most EST 


LIB3051-027-Q1- 


Kl- 


-Dll 


Seq. No. 


13162 






Contig ID 


27477 1.R1040 






5 '-most EST 


LIB3051-027-Q1- 


■Kl- 


-D3 


Seq. No. 


13163 






Contig ID 


27482 1.R1040 






5 '-most EST 


LIB3051-107-Q1- 


Kl- 


-B7 


Method 


BLASTN 






NCBI GI 


g4309719 






BLAST score 


40 






E value 


5.0e-13 






Match length 


44 






% identity 


98 







2278 



NCBI Description Arabidopsis thaliana chromosome II BAC T30D6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 



13164 

27485_1.R1040 
LIB3051-027-Q1-K1-E6 

13165 

27490_1.R1040 

pxt700943003.hl 

BLASTX 

g4406809 

308 

1.0e-27 

189 

56 

(AC006201) unknown protein [Arabidopsis thaliana] 
13166 

27494_1.R1040 
leu701154228.hl 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5' -most EST 



13167 

27506_1.R1040 
gsv701046593.hl 

13168 

27508JL.R1040 
uC-gmflminsoy019d08bl 

13169 

27516_1.R1040 
LIB3051-071-Q1-K1-H5 

13170 

27516_2.R1040 
uaw700662916.hl 



Seq. No. 
Contig ID 
5 T -most EST 



13171 

27518_1.R1040 
LIB3138-015-Q1-N1-A4 



Seq. No. 
Contig ID 
5' -most EST 



13172 

27518_2.R1040 
leu701145734.hl 



Seq. No. 

Contig ID 
5 '-most EST 



13173 

27530JL.R1040 
fde700875726.hl 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



13174 

27533_1.R1040 
LIB3051-028-Q1-K1-H6 

13175 

27537__1.R1040 
uC-gmropic030a!0bl 



2279 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g4206122 
451 

2.0e-44 

108 
77 

(AF097667) 
crystallinum] 

13176 

27537_2.R1040 
hyd700727118.hl 

13177 

27540_2.R1040 
LIB3051-029-Q1-K1-B11 

13178 

27542_1.R1040 

ssr700556214.hl 

BLASTX 

g4538961 

704 

2.0e-78 
213 
76 

(AL049488 
thaliana] 



protein phosphatase 2C homolog [Mesembryanthemum 



isoleucine-tRNA ligase-like protein [Arabidopsis 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



13179 

27546JL.R1040 

fua701041040.hl 

BLASTX 

g3193298 

158 

3.0e-10 

114 

31 

(AF069298) T14P8.17 gene product [Arabidopsis thaliana] 
13180 

27551JL.R1040 
LIB3051-095-Q1-K1-H10 

13181 

27555JL.R1040 

LIB3051-029-Q1-K1-E1 

BLASTX 

g4262240 

328 

1.0e-30 

93 

61 

(AC006200) putative stress protein [Arabidopsis thaliana] 
13182 

27556 1.R1040 



2280 



5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



crh700852769.hl 
13183 

27559_1.R1040 
g4396980 

13184 

27559_2.R1040 
LIB3051-029-Q1-K1-F12 

13185 

27563JL.R1040 

kll701210894.hl 

BLASTX 

g556409 

284 

9.0e-25 
165 

44 , 
(L34551) transcriptional activator protein [Oryza sativa] 

13186 

27563_4.R1040 
hrw701063369.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



13187 

27563_5.R1040 
LIB3093-058-Q1-K1-F12 

13188 

27563_6.R1040 
jC-gmst02400075clldl 

13189 

27565JL.R1040 
trc700561432.hl 

13190 

27570JL.R1040 
LIB3170-078-Q1-J1-F10 

13191 

27575JL.R1040 
LIB3051-030-Q1-K1-B3 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



13192 

27579_1.R1040 
LIB3170-047-Q1-J1-H8 

13193 

27590_1.R1040 
jC-gmst02400025g09dl 

13194 

27591_1.R1040 
epx701109029.hl 



2281 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13195 

27595JL.R1040 

dpv701100885.hl 

BLASTX 

g3776581 

223 

3-0e-18 

88 
52 

(AC005388) Similar to Beta integral membrane protein 
homolog gb U43629 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13196 

27599JL.R1040 

jsh701065450.hl 

BLASTX 

g3880441 

175 

2.0e-12 

78 

44 

(Z82062) similar to Zinc finger, C3HC4 type (RING finger); 
cDNA EST EMBL:D7 6353 comes from this gene; cDNA EST 
EMBL:D71838 comes from this gene; cDNA EST EMBL:D74561 
comes from this gene; cDNA EST EMBL:D73319 comes from this 
ge 



Seq. No. 
Contig ID 
5' -most EST 



13197 

27600_1.R1040 
LIB3055-005-Q1-N1-C1 



Seq. No. 
Contig ID 
5 T -most EST 



13198 

27609_1.R1040 
LIB3170-005-Q1-J1-D5 



Seq. No. 
Contig ID 
5 1 -most EST 



13199 

27609_2.R1040 
zzp700836291.hl 



Seq. No. 
Contig ID 
5' -most EST 



13200 

27610_1.R1040 
LIB3107-034-Q1-K1-D2 



Seq. No. 
Contig ID 
5' -most EST 



13201 

27612_1.R1040 
LIB3170-054-Q1-K1-H7 



Seq. No. 
Contig ID 
5' -most EST 



13202 

27612_2.R1040 
LIB3051-088-Q1-K1-D4 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



13203 

27614JL.R1040 

uC-gmrominsoy025d01bl 

BLASTX 

g3643598 

153 



2282 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-10 

46 
61 

(AC005395) putative poly (A) polymerase [Arabxdopsis 
thaliana] 

13204 

27614_2.R1040 

uC-gmrominsoy253gl0bl 

BLASTX 

g3643598 

256 

4.0e-22 
70 
69 

(AC005395) 
thaliana] 



putative poly (A) polymerase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



13205 

27616JL.R1040 

LIB3139-009-P1-N1-F8 

BLASTX 

g3183981 

313 

4.0e-28 

302 

24 

(AJ006341) PMP34 protein [Mus musculus] 
13206 

27616_2.R1040 
uC-gmrominsoyl03b07bl 

13207 

27618_1.R1040 
jC-gmst02400054g06al 

13208 

27619_1.R1040 
LIB3051-031-Q1-K1-E11 



Seq. No. 
Contig ID 
5' -most EST 



13209 

27621JL.R1040 
asn701140602.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



13210 

27622_1.R1040 
jC-gmst02400032a05al 

13211 

27622_2.R1040 
dpv701103053.hl 



Seq. No. 
Contig ID 
5' -most EST 



13212 

27626_1.R1040 
uxk700673237.hl 



2283 



Seq. No. 


13213 


Contig ID 


27629 1.R1040 


5 '-most EST 


LIB3051-031-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2160152 


BLAST score 


221 


E value 


1.0e-17 


Match length 


158 


% identity 


40 


NPRT Dpsrri on 

Lt\^XJ -L )-t \^ X. J- Ks L. J. w A 1 


(AC000375) ESTs ah U75592.ab T13956.ab T43869 come from 




from this gene. [Arabidopsis thaliana] 


Seq. No. 


13214 


f nnf i rr TD 

L>UilWJ.U J. J./ 


27631 1 R1040 


5' -most EST 


sat70T011174.hl 


Seq. No. 


13215 




27631 2 R1040 


5* -most EST 


sat70T005058.hl 


Seq. No. 


13216 


Contig ID 


27633 1.R1040 


5' -most EST 


leu701151690.hl 


Seq. No. 


13217 


Contig ID 


27635 1.R1040 


5 '-most EST 


fua701041433.hl 


Method 


BLASTX 




a3859560 


BLAST score 


317 


E value 


8.0e-29 


Match length 


208 


% identity 


36 


NCBI Description 


(AF098668) acyl-protein thioesterase [Homo sapiens] 


Seq. No. 


13218 


Contig ID 


27635_2.R1040 


5' -most EST 


uC-gmrominsoy2 0 lbO 9bl 


Seq. No. 


13219 


Contig ID 


27644 1.R1040 


5' -most EST 


fde700875423.hl 


Method 


BLASTX 


NCBI GI 


g3879362 


BLAST score 


97 


E value 


1.0e-09 


Mstr^h 1 pnrrth 

lid U ^11 -L "3 1 1 VJ Lll 


91 


% identity 


44 


NCBI Description 


(Z81113) similar to DnaJ, prokaryotic heat shock protein, 




Zinc finger, C2H2 type; cDNA EST yk290el2.5 comes from thi 




gene; cDNA EST yk290el2.3 comes from this gene; cDNA EST 




yk447h4.5 comes from this gene; cDNA EST yk474e4.5 c 


Seq. No. 


13220 


Contig ID 


27644 2.R1040 


5' -most EST 


epx701104538.hl 



2284 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13221 

27646J..R1040 
LIB3051-032-Q1-K1-C9 

13222 

27652JL.R1040 

jC-gmro02910056h02al 

BLASTX 

g3800878 

394 

4.0e-38 
119 
67 

(AF096281) 
thaliana] 



threonine dehydratase/deaminase [Arabidopsis 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



13223 

27653_1.R1040 
LIB3093-006-Q1-K1-B2 

13224 

27657J..R1040 

LIB3051-032-Q1-K1-E9 

BLASTX 

g3924602 

437 

4.0e-43 

144 

58 

(AF069442) predicted OR23 protein of unknown function 
[Arabidopsis thaliana] 

13225 

27662_1.R1040 

zhf700954907.hl 

BLASTN 

g3510339 

77 

4.0e-35 

250 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K3K7, complete sequence [Arabidopsis thaliana] 

13226 

27668_1.R1040 
sat701003803.hl 



Seq. No. 
Contig ID 
5' -most EST 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



13227 

27670_1.R1040 

yzl700967068.hl 

BLASTX 

g4490297 

1462 

1.0e-162 

610 

53 



2285 



NCBI Description (AL035678) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13228 

27670__2.R1040 

fC-gmro700844911fl 

BLASTX 

g4490297 

437 

4.0e-43 

131 

65 

(AL035678) putative protein [Arabidopsis thaliana] 
13229 

27673JL.R1040 

jC-gmle01810087d09al 

BLASTX 

g461812 

253 

1.0e-21 

107 

44 

CYTOCHROME P450 72 (CYPLXXII) (PROBABLE 
GERANIOL-10-HYDROXYLASE) (GE10H) >gi_167484 (L10081) 
Cytochrome P-450 protein [Catharanthus roseus] 

>gi_445604j?rf 1909351A cytochrome P450 [Catharanthus 

roseus] 



Seq. No. 

Contig ID 
5' -most EST 



13230 

27674JUR1040 
sat701014029.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



13231 

27675JUR1040 

LIB3051-033-Q1-K1-AU 

BLASTX 

g3367577 

224 

8.0e-18 

205 

33 

(AL031135) putative protein [Arabidopsis thaliana] 
13232 

27680_1.R1040 
jex700905506.hl 

13233 

27682JL.R1040 
vwf700675223.hl 



Seq. No. 
Contig ID 
5' -most EST 



13234 

27684J..R1040 
LIB3051-033-Q1-K1-D9 



Seq. No. 

Contig ID 



13235 

27688 1.R1040 



2286 



5 '-most EST 



g4313353 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13236 

27689J..R1040 

LIB3109-028-Q1-K1-B6 

BLASTX 

g3600038 

4 94 

2.0e-49 

260 

44 

(AF080119) similar to Saccharomyces cerevisiae 
transcription regulator SP08 (SW:P41833) [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



13237 

27690J..R1040 
LIB3051-034-Q1-K1-A10 



Seq. No. 
Contig ID 
5' -most EST 



13238 

27693J..R1040 
LIB3051-034-Q1-K1-A6 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13239 

27694_1.R1040 

uC-gmrominsoyl20h07bl 

BLASTX 

g421843 

720 

6.0e-76 

272 

57 

protein kinase (EC 2.7.1 
>gi_2 1786 l_dbj _BAA0 1 7 1 5_ 



,37) 5 - Arabidopsis thaliana 
(D10909) serine/threonine protein 



kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



13240 

27694_3.R1040 
xpa700795514.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST * score 

E value 

Match length 

% identity 

NCBI Description 



13241 

27696JL.R1040 

LIB3051-034-Q1-K1-B1 

BLASTX 

g3183405 

172 

5.0e-12 

63 

49 

HYPOTHETICAL 11.3 KD PROTEIN C2C6.07 IN CHROMOSOME I 
>gi_3451305_emb_CAA20442_ (AL031324) very hypothetical 
protein [Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 
5' -most EST 



13242 

27698_1.R1040 
LIB3170-085-Q1-J1-C3 



2287 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



13243 

27701_1.R1040 
LIB3051-034-Q1-K1-B8 

13244 

27702JL.R1040 
LIB3094-089-Q1-K1-A11 

13245 

27702_2.R1040 
gsv701045321.hl 

13246 

27717_1.R1040 
LIB3051-034-Q1-K1-E9 

13247 

27718_1.R1040 
LIB3051-034-Q1-K1-F1 

13248 

27722_1.R1040 
LIB3051-034-Q1-K1-G10 

13249 

27724_1.R1040 
kmv700739591.hl 

13250 

27729_1.R1040 
LIB3051-034-Q1-K1-H3 

13251 

27731_1.R1040 
leu701156034.hl 

13252 

27738_1.R1040 

pmv700894031.hl 

BLASTX 

gll70409 

612 

3.0e-63 

246 

54 

HOMEOBOX-LEUCINE ZIPPER PROTEIN HAT 2 2 (HD-ZIP PROTEIN 22) 
>gi 549887 (U09336) homeobox protein [Arabidopsis thaliana] 
>gi~54 9888 (U09337) homeobox protein [Arabidopsis thaliana] 
>gi_44 90724_emb_CAB38927.1_ (AL035709) homeobox protein 
HAT22 [Arabidopsis thaliana] 

13253 

27738_3.R1040 
bth700848689.hl 

13254 

27739 1.R1040 



2288 



5 '-most EST 


LIB3051-035-Q1-K1-B2 


Seq. No. 


13255 


font" 1 rr IT) 


27742 1 R1040 


5' -most EST 


LIB3051-087-Q1-K1-B11 


Seq. No. 


13256 


Contig ID 


27744 1.R1040 


5 T -most EST 


LIB3106-021-Q1-K1-A9 


Seq. No. 


13257 


Contig ID 


27745 1.R1040 


5 1 -most EST 


zhf700954402.hl 


Method 


BLASTX 


NCBI GI 


g3176690 


BLAST score 


192 


E value 


2.0e-14 


Match length 


120 


% identity 


39 


NCBI Description 


(AC003671) Similar to 



Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



cerevisiae. 
[Arabidopsis thaliana] 

13258 

27748_1.R1040 
LIB3051-035-Q1-K1-C8 

13259 

27749_1.R1040 
LIB3051-035-Q1-K1-D10 

13260 

27751_1.R1040 
LIB3051-035-Q1-K1-D4 



quitin ligase gb_D63905 from S. 
EST gb R65295 comes from this gene. 



Seq. No. 

Contig ID 
5 '-most EST 



13261 

27752_1.R1040 
LIB3051-035-Q1-K1-D6 



Seq. No. 

Contig ID 
5 '-most EST 



13262 

27754JL.R1040 
LIB3051-035-Q1-K1-E10 



Seq. No. 

Contig ID 
5 '-most EST 



13263 

27757_1.R1040 
LIB3051-035-Q1-K1-F11 



Seq. No. 
Contig ID 
5' -most EST 



13264 

27769JL.R1040 
uC-gmropic044c07bl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



13265 

27769_2.R1040 

uC-gmropic047b03bl 

BLASTX 

g3688170 

372 



2289 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



5.0e-35 

297 

38 

(AL031804) putative protein [Arabidopsis thaliana] 
13266 

27769_3.R1040 

fC-gmro7000746763fl 

BLASTX 

g3688170 

305 

2.0e-27 

67 

78 

(AL031804) putative protein [Arabidopsis thaliana] 
13267 

27773JL.R1040 

LIB3051-036-Q1-K1-B5 

BLASTX 

g2407790 

728 

6.0e-77 

212 

19 

(AF019910) grrl [Glycine max] 
13268 

27774JL.R1040 
awf700840365.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



13269 

27781_1.R1040 
uC-gmropic043b!2bl 

13270 

27781_2.R1040 
LIB3051-036-Q1-K1-D1 ' 

13271 

27782_1.R1040 

LIB3051-036-Q1-K1-D10 

BLASTX 

gl402877 

392 

8.0e-38 

113 
65 

(X98130) unknown [Arabidopsis thaliana] 

>gi_14 95257_emb_CAA66117_ (X97485) orf03 [Arabidopsis 

thaliana] 

13272 

27787_1.R1040 
zzp700831982.hl 
BLASTX 
g2459422 



2290 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 



225 

3.0e-18 

87 

52 

(AC002332) unknown protein [Arabidopsis thaliana] 
13273 

27801_1.R1040 
kll701209734.hl 



Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 



13274 

27801_2.R1040 
uC-gmrominsoy091al0bl 

13275 

27801_3.R1040 
jC-gmfl02220056hl0al 

13276 

27803JL.R1040 

LIB3051-036-Q1-K1-H12 

BLASTX 

g2983719 

159 

2.0e-10 

103 

35 

(AE000732) hypothetical protein [Aquifex aeolicus] 
13277 

27803_2.R1040 
LIB3106-046-Q1-K1-A9 

13278 

27803_3.R1040 
jC-gmst02400031a06dl 

13279 

27809JL.R1040 

uC-gmropic061a01bl 

BLASTX 

g2245125 

301 

6.0e-27 

101 

60 

(297343) hypothetical protein [Arabidopsis thaliana] 
13280 

27809_2.R1040 
LIB3094-102-Q1-K1-C8 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 



13281 

27811_1.R1040 
pmv700890214.hl 
BLASTX 
g3169073 



2291 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



289 

9.0e-26 

105 

55 

(AL023705) phenylalanyl-trna synthetase 
[Schizosaccharomyces pombe] 

13282 

27812_1.R1040 
jC-gmro02910031c02al 



Seq. No. 
Contig ID 
5' -most EST 



13283 

27812_2.R1040 
zhf700952109.hl 



Seq. No. 
Contig ID 
5 '-most EST 



13284 

27812_3.R1040 
ssr700560350.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



13285 

27812_4.R1040 
uC-gmronoir041hllbl 

13286 

27812_5.R1040 
jC-gmst02400009a03al 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



13287 

27814JL.R1040 
crh700850919.hl 

13288 

27816_1.R1040 

LIB3055-008-Q1-N1-D9 

BLASTX 

gl082761 

301 

9.0e-27 

312 

32 

brain and reproductive organ-expressed protein - human 
>gi_603445 (L38616) brain and reproductive organ-expressed 
protein [Homo sapiens] >gi_2353177 (AF0157 67) brain and 
reproductive organ-expressed protein [Homo sapiens] 

13289 

27826JL.R1040 
fde700875902.hl 



Seq. No. 
Contig ID 
5' -most EST 



13290 

27826_3.R1040 
awf700839030.hl 



Seq. No. 
Contig ID 
5' -most EST 



13291 

27827JL.R1040 
LIB3051-037-Q1-K1-E3 



2292 



Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -mo st EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



# 

13292 

27828J..R1040 

LIB3106-04 6-Q1-K1 -C5 

BLASTX 

g4469020 

271 

7.0e-24 

58 
86 

(AL035602) putative protein 
thaliana] 

13293 

27828_2.R1040 

zhf 700953834. hi 

BLASTX 

g4469020 

663 

1.0e-92 

195 
88 

(AL035602) putative protein 
thaliana] 

13294 

27830JL.R1040 
uC-gmrominsoyl7 Sallbl 

13295 

27842JL.R1040 
LIB3139-080-P1-N1-C10 

13296 

27853_1.R1040 
g5509077 

13297 

27855JL.R1040 
LIB3051-038-Q1-K1-C5 

13298 

27857_1.R1040 
jC-gmfl02220067f07al 

13299 

27857_2.R1040 
jC-gmro02910073cl2al 

13300 

27859_1.R1040 
jC-gmfl02220084b01dl 

13301 

27860_2.R1040 
6HC-02-Q1-B1-H6 
BLASTX 
g4567226 




( fragment ) [Arabidopsis 



(fragment) [Arabidopsis 



2293 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209 

2.0e-16 

88 

51 

(AC007119) unknown protein [Arabidopsis thaliana] 



Seq. No* 
Contig ID 
5' -most EST 



13302 

27862_1.R1040 
awf700842474.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13303 

27863_1.R1040 

leu701156194.hl 

BLASTX 

g4567278 

1380 

1.0e-153 

393 
72 

(AC006841) putative anthracycline associated resistance ARX 
protein [Arabidopsis thaliana] 



Seq. No. 


13304 


Contig ID 


27866 1.R1040 


5' -most EST 


LIB3051-038-Q1-K1-F3 


Seq. No. 


13305 


fori "hi rr TD 


27867 1.R1040 


5' -most EST 


LIB3051-038-Q1-K1-F6 


Seq. No. 


13306 


Contig ID 


27869 1.R1040 


5 '-most EST 


fde700872482.hl 


Seq. No. 


13307 


Contig ID 


27872 1.R1040 


5 '-most EST 


kmv700738648.hl 


Method 


BLASTX 


NCBI GI 


g4220480 


BLAST score 


632 


E value 


5.0e-66 


Match length 


168 


% identity 


38 


NCBI Description 


(AC006069) unknown protein [Arabidops 


Seq. No. 


13308 


Contig ID 


27873 1.R1040 


5' -most EST 


LIB3051-038-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4416307 


BLAST score 


143 


E value 


7.0e-09 


Match length 


102 


% identity 


39 


NCBI Description 


(AF105716) hypothetical protein [Zea 


Seq. No.. 


13309 



thaliana] 



2294 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27877_1.R1040 
LIB3138-056-Q1-N1-C10 

13310 

27879JL.R1040 

LIB3051-039-Q1-K1-A5 

BLASTX 

gl871192 

238 

7.0e-20 

70 

69 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



13311 

27880_1.R1040 

uC-gmflminsoy078c08bl 

BLASTX 

g3953478 

250 

3.0e-21 

168 

35 

(AC002328) F2202.23 [Arabidopsis thaliana] 
13312 

27885JL.R1040 
LIB3051-039-Q1-K1-B7 

BLASTX 

g4490739 

496 

5.0e-50 

169 

63 

(AL035708) putative protein [Arabidopsis thaliana] 
13313 

27886_1.R1040 

sat701012802.hl 

BLASTX 

g4455296 

204 

8.0e-16 

93 
47 

(AL035528) hypothetical protein [Arabidopsis thaliana] 
13314 

27893JL.R1040 
LIB3139-057-P1-N1-A5 



Seq. No. 

Contig ID 
5 '-most EST 



13315 

27893_2.R1040 
LIB3170-054-Q1-K1-F3 



Seq. No. 



13316 



2295 



Contig ID 
5 '-most EST 



27893_4.R1040 
zhf700957612.hl 



Seq. No. 13317 

Contig ID 27902JL.R1040 

5' -most EST LIB3106-107-Q1-K1-C3 

Method BLASTX 

NCBI GI g3367537 

BLAST score 241 

E value 5.0e-20 

Match length 125 

% identity 46 

NCBI Description (AC004392) Contains similarity to ANK repeat regionof 

Fowlpox virus BamHI-orf7 protein homolog C18F10.7 gx_4 8510 
from Caenorhabditis elegans cosmid gb_U0004 9. This gene is 
continued from unannotated gene on BAC F19K23 gb_AC000375. 
[Arabid 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



13318 

27904_1.R1040 
LIB3051-039-Q1-K1-G4 

13319 

27908_2.R1040 
LIB3051-039-Q1-K1-H5 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



13320 

27910_1.R1040 
kl!701212154.hl 

13321 

27913_1.R1040 
jC-gmst02400051f06al 

13322 

27915JL.R1040 
uC-gmflminsoy046f01bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



13323 

27928_1.R1040 
LIB3051-040-Q1-K1-E5 

13324 

27930JL.R1040 
jC-gmro02910005b08al 

13325 

27932_1.R1040 
pmv700891857.hl 

13326 

27936JL.R1040 
LIB3051-040-Q1-K1-H4 



Seq. No. 
Contig ID 
5 '-most EST 



13327 

27938JL.R1040 
jC-gmfl02220073h07al 



2296 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3955021 

227 

1.0e-18 

145 
46 

(AJ010811) HB2 homeodomain protein [Populus tremula x 
Populus tremuloides] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13328 

27944_1.R1040 
LIB3051-041-Q1-K1-B2 

13329 

27948JL.R1040 

LIB3051-041-Q1-K1-C11 

BLASTX 

g3776567 

472 

6.0e-47 

267 

39 

(AC005388) Strong similarity to F21B7.33 gi_2809264 from 
thaliana BAC gb_AC002560. EST gb_N65119 comes from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13330 

27950_1.R1040 

LIB3052-007-Q1-B1-G4 

BLASTX 

g3413716 

240 

4.0e-20 

128 
46 

(AC004747) unknown protein [Arabidopsis thaliana] 
>gi_3643589 (AC005395) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



13331 

27956_1.R1040 
uC-gmflminsoy069a01bl 



Seq. No. 

Contig ID 
5' -most EST 



13332 

27956__2.R1040 
LIB3051-041-Q1-K1-E12 



Seq. No. 
Contig ID 
5 '-most EST 



13333 

27959JL.R1040 
jC-gmst02400067a08dl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



13334 

27962_1.R1040 

LIB3051-041-Q1-K1-F4 

BLASTX 

gl750376 

237 



2297 



E value 
Match length 
% identity 
NCBI Description 



9.0e-20 

56 

86 

(U80808) ubiquitin activating enzyme [Arabidopsis thaliana] 
>gi_3150409 (AC004165) ubiquitin activating enzyme (UBA1) 
[Arabidopsis thaliana] 



Seq. No* 
Contig ID 
5 T -most EST 



13335 

27973_1.R1040 
LIB3051-041-Q1-K1-H3 



Seq. No. 

Contig ID 
5' -most EST 



13336 

27975_1.R1040 
LIB3051-042-Q1-K1-A12 



Seq. No. 
Contig ID 
5 '-most EST 



13337 

27976JL.R1040 
rca701001653.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13338 

27982_1.R1040 

jC-gmst02400005dl0al 

BLASTX 

g3860008 

559 

4.0e-57 

193 
56 

(AF091085) unknown [Homo sapiens] 



Seq. No. 
Contig ID 
5' -most EST 



13339 

27984J..R1040 
bth700847157.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13340 

27985_1.R1040 

LIB3093-058-Q1-K1-G1 

BLASTX 

g4455318 

388 

4.0e-37 

129 

59 

(AL035528) glycine hydroxymethyltransf erase-like protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



13341 

27987JL.R1040 
ncj700982040.hl 



Seq. No. 
Contig ID 
5 '-most EST 



13342 

27987_2.R1040 
kll701212719.hl 



Seq. No. 
Contig ID 
5 '-most EST 



13343 

27987JB.R1040 
zhf700964176.hl 



2298 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



13344 

27992JL.R1040 
LIB3051-042-Q1-K1-F3 

13345 

27994_1.R1040 

zsg701119890.hl 

BLASTX 

g3688178 

146 

1.0e-08 

63 

49 

(AL031804) putative protein [Arabidopsis thaliana] 
13346 

27997_1.R1040 
LIB3051-042-Q1-K1-H1 

13347 

28001JL.R1040 
LIB3051-042-Q1-K1-H8 

13348 

28001_2.R1040 
zhf700953749.hl 

13349 

28009_1.R1040 

LIB3094-096-Q1-K1-G12 

BLASTX 

g2342674 

492 

3.0e-49 

177 

62 

(AC000106) Similar to ATP-dependent Clp protease 
(gb_D90915). EST gb_N65461 comes from this gene. 
[Arabidopsis thaliana] 

13350 

28009_2.R1040 

LIB3107-036-Q1-K1-B2 

BLASTX 

g2342674 

493 

1.0e-49 

143 

73 

(AC000106) Similar to ATP-dependent Clp protease 
(gb D90915) . EST gb_N65461 comes from this gene. 
[Arabidopsis thaliana] 

13351 

28009__3.R1040 
txt700734434.hl 



2299 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2342674 

313 

9.0e-29 

101 

64 

(AC000106) Similar to ATP-dependent Clp protease 
(gb_D90915) . EST gb_N65461 comes from this gene, 
[Arabidopsis thaliana] 



beq. wo. 


1 ^^^9 
1 J jjZ 


Contig ID 




5 T -most EST 


LIB3109-021-Q1-K2-A8 


Method 


BLASTX 






BirAbi score 


*i 1 -L 


E value 


5.0e-47 


Match length 


134 


% identity 
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NCBI Description 
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Seq. No. 


13353 


Contig ID 


oqhii 9 pi n a n 


5 -most EST 


LIdjUjI U40 W-L JM r^t 


Seq. No. 


13354 


Contig ID 




5 1 -most EST 


UL/ gmrominsoyz / iduzdi 


Seq. No. 


1 o o c c 


uontig iu 


ooni 1 A R1 DAO 

iODil f±.I\.XUr±VJ 


5 1 -most EST 


sat /UlUUoioo. ni 


Seq. No. 




Contxg lu 


ooni 7 1 131040 


D mOST- CiOl 


T.TR?nT?-0?1 -Ol -E1-H7 


Seq. No. 


13357 


Contig ID 


28021 1.R1040 


5 '-most EST 


LIB3092-041-Q1-K1-G8 


Seq. No. 


13358 


Contig ID 


28023 1.R1040 


5 '-most EST 


jC-gmst02400060dl2al 


Method 


BLASTX 


NCBI GI 


g3183377 


BLAST score 


186 


E value 


1.0e-13 


Match length 


151 


% identity 


15 


NCBI Description 


HYPOTHETICAL 79.3 KD PROTEIN C24C9.05C 



>gi_2330788_emb_CAB11262_ (Z98601) hypothetical protein. 
[Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5' -most EST 



13359 

28025JL.R1040 
LIB3106-064-Q1-K1-E12 



2300 



Seq. No, 
Contig ID 
5' -most EST 



13360 

28025_2.R1040 
k!1701212584.hl 



Seq, No. 
Contig ID 
5' -most EST 



13361 

28026_1.R1040 
LIB3106-091-Q1-K1-G1 



Seq. No. 
Contig ID 
5' -most EST 



13362 

28026_2.R1040 
LIB3139-030-P1-N1-F5 



Seq. No. 
Contig ID 
5' -most EST 



13363 

28027JL.R1040 
LIB3170-066-Q1-K1-B8 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5' -most EST 



13364 

28028_1.R1040 
jC-gmst02400002a02al 

13365 

28028_2.R1040 
vzy700753535.hl 

13366 

28032JL.R1040 

LIB3051-062-Q1-K1-A3 

BLASTX 

g4455198 

761 

7.0e-81 

237 

64 

(AL035440) putative protein [Arabidopsis thaliana] 
13367 

28034JL.R1040 

LIB3051-044-Q1-K1-B11 

BLASTX 

g4335742 

192 

1.0e-14 

86 
60 

(AC006248) putative AR781 [Arabidopsis thaliana] 
13368 

28036_1.R1040 
uC-gmropic029f07bl 

13369 

28039_1.R1040 
LIB3051-044-Q1-K1-C12 



Seq. No. 
Contig ID 



13370 

28041 1.R1040 



2301 



5' -most EST 


uC-gmropic058b07bl 


Seq. No. 


loo 11 


Contig ID 


28044 1.R1040 


5" -most EST 


g5753185 


Seq. No. 




Contig ID 


28044 2.R1040 


5 1 -most EST 


jC-gmf 102220 07 0c08dl 


Seq. No. 


13373 


Contig ID 


28054 1.R1040 


o -most EST 


LIB olu /-UU /-Ql-Kl-r y 


Method 


OT 7\ C TV 

BLASTa 


NCBI GI 


g2924521 


BLAST score 


257 


E value 


6. Oe-22 


Match length 


157 


% identity 


36 


NCBI Description 


(AL022023) putative 


Seq. No. 


13374 


Contig ID 


28062_1 .R1040 


5' -most EST 


LIB3093-032-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g4 J oo /iy 


BLAST score 


321 


E value 


2.0e-29 


Match length 


119 


% identity 


50 


NCBI Description 


(AC006248) putative 



Seq. No. 
Contig ID 
5 f -most EST 



[Arabidopsis thaliana] 
13375 

28070JL.R1040 
LIB3051-044-Q1-K1-H8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13376 

28076JL.R1040 

kl!701206729.hl 

BLASTX 

g3252816 

162 

7.0e-ll 

125 
30 

(AC004705) hypothetical protein [Arabidopsis thaliana] 
>gi_3810589 (AC005398) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



13377 

28076_2.R1040 
LIB3138-021-Q1-N1-F11 



Seq. No. 
Contig ID 
5' -most EST 



13378 

28Q78JL.R1040 
LIB3094-043-Q1-K1-G6 



2302 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



BLASTX 

gl352660 

188 

1.0e-13 

195 
30 

COP-COATED VESICLE MEMBRANE PROTEIN P24 PRECURSOR 
>gi_924850 (U26264) CHOp24 [Cricetulus griseus] 



Seq. No. 
Contig ID 
5' -most EST 



13379 

28078_2.R1040 
sat701014892.hl 



Seq. No. 
Contig ID 
5' -most EST 



13380 

28082J..R1040 
pxt700944758.hl 



Seq. No. 
Contig ID 
5' -most EST 



13381 

28085JL.R104Q 
LIB3051-046-Q1-K1-C10 



Seq. No. 
Contig ID 
5' -most EST 



13382 

28087JL.R1040 
LIB3051-045-Q1-K1-C3 



Seq. No. 
Contig ID 
5 '-most EST 



13383 

28089JL.R1040 
ncj700985076.hl 



Seq. No. 
Contig ID 
5' -most EST 



13384 

28090JL.R1040 
LIB3109-048-Q1-K1-E12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13385 

28094J..R1040 

LIB3051-045-Q1-K1-D7 

BLASTX 

g4539321 

211 

2.0e-16 

95 
42 

(AL035679) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



13386 

28096JL.R1040 
LIB3051-045-Q1-K1-E4 



Seq. No. 
Contig ID 
5' -most EST 



13387 

28100JL.R1040 
uaw700665711.hl 



Seq. No. 
Contig ID 
5' -most EST 



13388 

28102_1.R1040 
LIB3051-045-Q1-K1-F6 



Seq. No. 



13389 



2303 



Contig ID 28103_1 .R1040 

5 '-most EST LIB3051-045-Q1-K1-F8 

Seq. No. 13390 

Contig ID 28109_1 .R1040 

5 T -most EST jC-gmle01810021b06al 

Seq. No. 13391 

Contig ID 28123_2.R1040 

5 1 -most EST kll701203302 .hi 

Seq. No. 13392 

Contig ID 28124_1 .R1040 

5 '-most EST LIB3051-046-Q1-K1-B8 

Seq. No. 13393 

Contig ID 28128_1 . R1040 

5 '-most EST LIB3051-046-Q1-K1-C9 




Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13394 

28132JL.R1040 

awf700842350.hl 

BLASTX 

g3461844 

363 

3.0e-34 

190 

36 

(AC005315) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



13395 

28138_1.R1040 
LIB3051-046-Q1-K1-E7 



Seq. No. 
Contig ID 
5 '-most EST 



13396 

28144_1.R1040 
LIB3051-053-Q1-K2-E1 



Seq. No. 
Contig ID 
5 '-most EST 



13397 

28144_2.R1040 
LIB3170-038-Q1-K1-F4 



Seq. No. 
Contig ID 
5' -most EST 



13398 

28148JL.R1040 
LIB3051-046-Q1-K1-G9 



Seq. No. 13399 

Contig ID 28149JL .R1040 

5 '-most EST zpv700762007 .hi 

Method BLASTX 

NCBI GI g2191152 

BLAST score 201 

E value 2.0e-15 

Match length 120 

% identity 43 

NCBI Description (AF007269) A_IG002N01 . 31 gene product [Arabidopsi 
thaliana] 



2304 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13400 

28152JL.R1040 

LIB3170-040-Q1-K1-A5 

BLASTX 

g508823 

421 

3.0e-41 

123 
69 

(U11553) putative protein kinase [Pisum sativum] 



Seq. No. 
Contig ID 
5' -most EST 



13401 

28155JL.R1040 
LIB3053-010-Q1-N1-H2 



Seq. No. 
Contig ID 
5' -most EST 



13402 

28158JL.R1040 
LIB3170-037-Q1-K1-D6 



Seq. No. 

Contig ID 
5' -most EST 



13403 

28159JL.R1040 
jC-gmle01810054e07al 



Seq. No. 
Contig ID 
5' -most EST 



13404 

28161_1.R1040 
LIB3170-037-Q1-K1-E5 



Seq. No. 
Contig ID 
5 '-most EST 



13405 

28162JL.R1040 
ssr700554455.hl 



Seq. No. 
Contig ID 
5' -most EST 



13406 

28162_2.R1040 
uC-gmropic07 ldllbl 



Seq. No. 
Contig ID 
5 '-most EST 



13407 

28166JL.R1040 
LIB3170-039-Q1-K2-F5 



Seq. No. 
Contig ID 
5 '-most EST 



13408 

28172_1.R1040 
zzp700833639.hl 



Seq. No. 

Contig ID 
5' -most EST 



13409 

28172_2.R1040 
uC-gmrominsoy231b07bl 



Seq. No. 
Contig ID 
5' -most EST 



13410 

28172_3.R1040 
LIB3051-047-Q1-K1-F10 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



13411 

28175JL.R1040 
jC-gmro0291007 0a08al 
BLASTX 
g3402684 



2305 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296 

3.0e-26 

178 

38 

(AC004697) hypothetical protein [Arabidopsis thaliana] 
13412 

28178_1.R1040 

LIB3170-034-Q1-K1-C7 

BLASTX 

g4263775 

360 

6.0e-34 

110 

64 

(AC006068) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



13413 

28178_2.R1040 
LIB3170-040-Q1-K1-C6 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



13414 

28180_1.R1040 
awf700840160.hl 

13415 

28 18 6_1. RIO 4 0 

ncj700980584.hl 

BLASTN 

g2213533 

37 

2.0e-ll 

49 

94 

P. sativum mRNA encoding DNA-binding PDl-like protein 
13416 

28186_2.R1040 
seb700653566.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



13417 

28191_1.R1040 

LIB3170-037-Q1-K1-G6 

BLASTX 

g4530595 

283 

5.0e-25 

65 

80 

(AF132477) heme oxygenase 2 
13418 

28193JL.R1040 
LIB3051-048-Q1-K1-B11 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 



13419 

28195 1.R1040 



2306 



5' -most EST 


LIB3170-039-Q1-K2-A6 


Seq. No. 


13420 


Contia ID 


28196 1.R1040 


5 '-most EST 


LIB3087-008-Q1-K1-E7 


Seq. No. 


13421 


Contig ID 


28197 1.R1040 


5" -most EST 


LIB3170-038-Q1-K1-D6 


Seq. No. 


13422 


Contig ID 


28199 1.R1040 


5' -most EST 


LIB3107-052-Q1-K1-H8 


Seq. No. 


13423 


Contig ID 


28203 1.R1040 


5' -most EST 


gsv701046722.hl 


Method 


BLASTX 


NCBI GI 


gl871526 


BLAST score 


168 


E value 


2.0e-ll 


Match length 


173 


?; i r3f^ni* "i tu 


27 


NCBI Description 


(X81997) leucine-rich 


Seq. No. 


13424 




?8?0S 1 R1040 


5 1 -most EST 


zhf700961536.hl 


Seq. No. 


13425 


Contig ID 


28208 1.R1040 


5" -most EST 


LIB3170-039-Q1-K2-H6 


Seq. No. 


13426 


Contig ID 


28209 1.R1040 


5' -most EST 


sat701007122.hl 


Method 


BLASTX 


NCBI GI 


g3924611 


BLAST score 


347 


E value 


2.0e-32 


Match length 


199 


% identity 


43 


NCBI Description 


(AF069442) hypothetic 


Seq. No. 


13427 


Contig ID 


28214 1.R1040 


5 '-most EST 


zhf 700957774. hi 


Method 


BLASTX 


NCBI GI 


g3142300 


BLAST score 


1337 


E value 


1.0e-148 


Match length 


410 


% identity 


60 


NCBI Description 


(AC002411) Contains s 



protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64 908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13428 

28220J..R1040 

leu701152508.hl 

BLASTX 

g2459425 

611 

2.0e-63 

149 

77 

(AC002332) plastid protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5* -most EST 



13429 

28222J..R1040 
g4314011 



Seq. No. 

Contig ID 
5' -most EST 



13430 

28223JL.R1040 
uC-gmflminsoy036e02bl 



Seq. No. 

Contig ID 
5 '-most EST 



13431 

28223_2.R1040 
zpv700759543.hl 



Seq. No. 
Contig ID 
5' -most EST 



13432 

28223_3.R1040 
LIB3139-098-P1-N1-A9 



Seq. No. 
Contig ID 
5 '-most EST 



13433 

28223_5.R1040 
asn701142673.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13434 

28224_1.R1040 

LIB3138-095-Q1-N1-B1 

BLASTX 

g3776013 

700 

1.0e-73 

191 

73 

(AJ010470) RNA helicase 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



13435 

28225_1.R1040 
LIB3139-006-P1-N1-G8 



Seq. No. 

Contig ID 
5 '-most EST 



13436 

28230J..R1040 
LIB3170-039-Q1-K2-C7 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



13437 

28237_1.R1040 

uC-gmropic028d03bl 

BLASTX 

g4572674 

776 



2308 



(© 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5* -most EST 



2.0e-82 
304 
59 

(AC006954) unknown protein [Arabidopsis thaliana] 
13438 

28237_2.R1040 

dpv701097231.hl 

BLASTX 

g4572674 

258 

3.0e-22 

83 

66 

(AC006954) unknown protein [Arabidopsis thaliana] 
13439 

28238_1.R1040 
LIB3106-019-Q1-K1-F3 

13440 

28243_1.R1040 
zsg701117366.hl 

13441 

28243_2.R1040 
LIB3051-049-Q1-K1-E7 



Seq. No. 
Contig ID 
5' -most EST 



13442 

28245JL.R1040 
rca700998813.hl 



Seq. No. 

Contig ID 

5 , -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



13443 

28246_1.R1040 

leu701155954.hl 

BLASTX 

g808839 

311 

3.0e-28 

171 

46 

(J0418 6) unknown protein [Saccharomyces cerevisiae] 
13444 

28246_2.R1040 
LIB3051-049-Q1-K1-F1 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 



13445 

28248JL.R1040 
hyd700730845.hl 

13446 

28249JL.R1040 
LIB3170-037-Q1-K1-B8 

13447 

28254 1.R1040 



2309 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmrominsoy212b09bl 

BLASTX 

gl082798 

452 

1.0e-44 

285 
36 

spliceosome-associated protein SAP 61 - human >gi_508723 
(U08815) SAP 61 [Homo sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13448 

28254_2.R1040 

wrg700786592.hl 

BLASTX 

g3068705 

446 

3.0e-44 

192 

48 

(AF049236) unknown [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13449 

28259_1.R1040 

LIB3170-038-Q1-K1-A8 

BLASTX 

gll75386 

148 

4.0e-09 

121 

31 

HYPOTHETICAL 37.7 KD PROTEIN C18B11.06 IN CHROMOSOME I 

>gi_2130289_pir S58305 hypothetical protein SPAC18B11 , 

fission yeast (Schizosaccharomyces pombe) 
>gi_929892_emb_CAA90591_ (250728) hypothetical protein 
[Schizosaccharomyces pombe] 



06 



Seq. No. 
Contig ID 
5' -most EST 



13450 

28260_1.R1040 
LIB3106-098-Q1-K1-H1G 



Seq. No. 
Contig ID 
5 '-most EST 



13451 

28260_2.R1040 
g5753585 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13452 

28262__1.R1040 

LIB3051-050-Q1-K1-A11 

BLASTX 

g4322938 

299 

8.0e-27 

129 

24 

(AF096298) DNA-binding protein 1 



[Nicotiana tabacum] 



Seq. No. 
Contig ID 



13453 
28263 



1.R1040 



2310 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmfl02220140b01dl 

BLASTX 

g2146731 

399 

9.0e-39 

89 

87 

FK506-binding protein - Arabidopsis thaliana >gi_1354207 
(U49453) rofl [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



13454 

28263_2.R1040 
LIB3051-050-Q1-K1-A4 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13455 

28264_1.R1040 
LIB3051-050-Q1-K1-A8 

13456 

28265_2.R1040 

awf700840564.hl 

BLASTX 

g82045 

187 

5.0e-14 

74 
53 

embryonic protein ecp31 - carrot >gi_18337_emb_CAA43046_ 
(X60593) embryonic cell protein [Daucus carota] 



Seq. No. 
Contig ID 
5 1 -most EST 



13457 

28265_3.R1040 
crh700856141.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13458 

28267_1.R1040 
LIB3170-071-Q1-K1-G10 

13459 

28268_1.R1040 

wvk700684136.hl 

BLASTX 

g3183377 

261 

3.0e-22 

194 

19 

HYPOTHETICAL 7 9.3 KD PROTEIN C24C9.05C IN CHROMOSOME I 
>gi_2330788_emb_CAB11262_ (Z98601) hypothetical protein. 
[Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



13460 

28275__1.R1040 

LIB3170-037-Q1-K1-D9 

BLAST N 

gl3075 

45 



2311 



# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5* -most EST 



5.0e-16 

55 
95 

Lupine mitochondrial gene for initiator tRNA-MET 
13461 

28279_1.R1040 
LIB3170-038-Q1-K1-E9 



13462 

28281_1.R1040 
LIB3170-039-Q1-K2-C9 

13463 

28282_1.R1040 
LIB3051-050-Q1-K1-G5 

13464 

28283_1.R1040 
zhf700964027.hl 

13465 

28285_1.R1040 
LIB3170-039-Q1-K2-H9 

13466 

28291_1.R1040 
zpv700759008.hl 

13467 

28291_2.R1040 
vwf 700675238. hi 

13468 

28294_1.R1040 

uC-gmrominsoy074b06bl 

BLASTX 

g4512685 

441 

4.0e-43 

229 

39 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1_AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 

13469 

28294_2.R1040 
uC-gmrominsoyll7b04bl 

13470 

28295JL.R1040 
jC-gmro02910014d01al 

13471 

28296JL.R1040 
LIB3051-051-Q1-K1-C5 



2312 



CI 



Seq. No. 


13472 


Contig ID 


28296 2.R1040 


S'-most F^T 


awx / i/uoiuu j / • nx 


Seq. No. 


13473 


Contig ID 


28299JL.R1040 


5 1 — most F^T 


T.TR^I 70-040-01 -K1 -F1 0 
jjxdjx / u uiu Si-i- rv x rxu 


Seq. No. 


13474 


Contig ID 


28301_1.R1040 




T TR^ORI — 0 R 1 —HI — Pfl — Pi "3 


Spa No 


1 ^47 5 


font - i rr TD 




K » —most* F.9T 

*J ill WO L- LiO X 


LTR^ORI -0M -HI -K'l -n£ 

iilDJUJl uji yi x\X UD 




1 ^47£ 


Pnnt - 1 rr TH 
Vykjiii l y XL/ 


9fi *304 i o^i n 

Z.OOU*± x.x\xU4iU 


5' -most F.ST 


T.TR^I 7f)-fifi1 -HI -,T1 -as 

xixdjx / u Uui SfiX ui Jrx^j 


Method 


BLASTX 


NCBI GI 


g2829927 


Dlinu X oLUI c 


Z U 


Xj v al LLC. 


Z • Uc 1 0 


Match length 


111 


% identity 


43 




viiuuuzzyij unxnown protein [Araoiaopsis tnaliana] 


octj . LNO . 


1 "3477 




ZoolU 1.K1U4U 


5 1 -most- F.^T 


T.TR^I 70-0^9-01 —K7— Rl 0 
UXD JX / U VJ»_>_7 St-'- rvz. xj x u 


C a rr Ma 
OcCJ • LNO . 


1 "5 A 7 Q 


Pont t rr TH 


ZOOxx 1,I\1U4U 


z. t — Tnn<?+' F.^T 


r-Vlr7 07760^71 h9 


Method 


BLASTX 


NCBI GI 


g3850577 


DxxriO X owwxc 


999 


lit VdlUc 


o . ue— zj 


Match length 


115 


% identity 


51 


LNODJL JJCbOXTXpLXOn 


(ALUUoz/o) inis gene may be cut off. [Arabidopsis tnaliana] 


Seq. No. 


13479 


Contig ID 


28312_1.R1040 




T TTH^I *7n noc vi 
LlDOl / U — UO D— UI" J\l— 3D 3 


Seq. No. 


13480 


Contig ID 


28315_1.R1040 


O ILKJol. HiOl 


caw /uuooD4iy. ni 


Seq. No. 


13481 


Contig ID 


28315 2.R1040 


5* -most EST 


jC-gmle01810092gl2al 


Seq. No. 


13482 


Contig ID 


28316_2.R1040 



2313 



# 



5' -most EST 


jC-gmst02400049f07dl 




13483 


Pr^n-h i rr TD 


28320 1 R1040 


3 IllOo L HjO 1 


T,TR?1 70-0^8-Ol-Kl-DlO 

JJJ.DJX / v IJ JU I.\J- L/JLVJ 


Can 1 Kin 


J. J *± U *1 


^r\Ti-H-i rr TPl 

v^uiiuxy J- U 


28^21 1 Rl 040 


S'-Tnn^t- EST 


LIB3lT0-039-Ql-K2-E10 


Method. 


BLASTX 


NCBI GI 


g3912953 


BLAST score 


153 


E value 


1.0e-09 


Match length 


170 


% identity 


32 



NCBI Description PUTATIVE 1-AMIN0CYCL0PR0PANE-1-CARB0XYLATE DEAMINASE (ACC 





DEAMINASE) 






Seq. No. 
Contig ID 
5' -most EST 


13485 

28322 1.R1040 
LIB3051-051-Q1- 


■Kl- 


-G8 


Seq. No. 
Contig ID 
5 '-most EST 


13486 

28323 1.R1040 
g4305440 






Seq. No. 
Contig ID 
5' -most EST 


13487 

28325 1.R1040 
LIB3051-051-Q1- 


-Kl- 


-Hll 


Seq. No. 
Contig ID 
5' -most EST 


13488 

28336 1.R1040 
LIB3051-052-Q1- 


-Kl- 


-Hll 


Seq. No. 
Contig ID 
5' -most EST 


13489 

28338 1.R1040 
LIB3051-071-Q1- 


-Kl 


-H6 


Seq. No. 
Contig ID 
5 '-most EST 


13490 

28342 1.R1040 
LIB3051-067-Q1- 


-Kl 


-F4 


Seq. No. 
Contig ID 
5 '-most EST 


13491 

28342 2.R1040 
LIB3065-014-Q1 


-Nl 


-F9 


Seq. No. 
Contig ID 
5' -most EST 


13492 

28342_3.R1040 
uC-gmrominsoyl28e06bl 


Seq. No. 
Contig ID 
5' -most EST 


13493 

28348 1.R1040 
LIB3051-053-Q1 


-K2 


-D2 


Seq. No. 
Contig ID 
5 '-most EST 


13494 

28354 1.R1040 
LIB3170-040-Q1 


-Kl 


-C12 



2314 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13495 

28357_1.R1040 

LIB3170-037-Q1-K1-B12 

BLASTX 

g2462935 

107 

5.0e-ll 

117 

38 

(Y12321) open reading frame 1 



[Brassica oleracea] 



Seq. No. 
Contig ID 
5' -most EST 



13496 

28358_1.R1040 

zsg701129892.hl 

BLASTX 

g3806098 

352 

3.0e-33 

116 

66 

(AF079100) arginine-tRNA-protein transferase 1; Atelp 
[Arabidopsis thaliana] 

13497 

28358_2.R1040 

uaw700661492.hl 

BLASTX 

g3806098 

438 

3.0e-43 

192 

52 

(AF079100) arginine-tRNA-protein transferase 1; Atelp 
[Arabidopsis thaliana] 

13498 

28358_3.R1040 

uC-gmropic063h08bl 

BLASTX 

g3806098 

449 

2.0e-44 

202 

48 

(AF079100) arginine-tRNA-protein transferase 1; Atelp 
[Arabidopsis thaliana] 

13499 

28362JL.R1040 
LIB3051-053-Q1-K2-G1 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



13500 

28365_1.R1040 

LIB3170-037-Q1-K1-F12 

BLASTX 

g2462760 



2315 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



174 

3.0e-12 

98 

38 

(AC002292) 



Hypothetical protein [Arabidopsis thaliana] 



13501 

28368JL.R1040 
LIB3051-053-Q1-K2-H2 



Seq. No. 
Contig ID 
5 '-most EST 



13502 

28369J..R1040 
LIB3170-039-Q1-K2-B12 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



13503 

28370JL.R1040 
ncj700976878.hl 

13504 

28372_1.R1040 
LIB3139-112-P1-N1-A10 

13505 

28373JL.R1040 

zsg701127134.hl 

BLASTX 

g2980765 

181 

3.0e-13 

73 

58 

(AL022198) hypothetical protein [Arabidopsis thaliana] 
13506 

28375JL.R1040 
jC-gmle01810067g06al 

13507 

28376_1.R1040 
LIB3170-038-Q1-K1-E12 

13508 

28378_1.R1040 
LIB3051-054-Q1-K2-B4 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



13509 

28380_1.R1040 
LIB3051-054-Q1-K2-B6 

13510 

28382JL.R1040 
LIB3051-054-Q1-K2-B9 



Seq. No. 
Contig ID 
5 '-most EST 



13511 

28384JL.R1040 
LIB3051-054-Q1-K2-C12 



2316 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



13512 

28387_1.R1040 
LIB3170-041-Q1-K1-C1 

13513 

28388_1.R1040 

LIB3051-054-Q1-K2-D10 

BLASTX 

g3766368 

161 

5.0e-ll 

66 

50 

(AL031907) putative trascription factor, ccr4-associated 
factor homolog [Schizosaccharomyces pombe] 

13514 

28390_1.R1040 
LIB3051-054-Q1-K2-D8 

13515 

28393JL. R1040 
LIB3109-020-Q1-K1-D1 

13516 

28395_1.R1040 

uC-gmronoir032dllbl 

BLASTX 

g3850100 

260 

2.0e-22 

176 

20 

(AL033388) WD repeat-containing protein 
[Schizosaccharomyces pombe] 

13517 

28399_1.R1040 
LIB3051-054-Q1-K2-F12 

13518 

28401_1.R1040 
LIB3170-057-Q1-K1-G5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



13519 

28409JL.R1040 

LIB3093-053-Q1-K1-G9 

BLASTX 

g3395441 

653 

4.0e-68 

196 

68 

(AC004683) unknown protein [Arabidopsis thaliana] 
13520 

28409 2.R1040 



2317 



# 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3170-044-Q1-K1-H2 

BLASTX 

g3395441 

221 

5.0e-18 

68 

76 

(AC004 683) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13521 

28412_1.R1040 

LIB3170-044-Q1-K1-D3 

BLASTX 

g3600049 

469 

6.0e-47 

169 

59 

(AF080120) similar to initiation factor IF2-beta (Pfam: 
GTP EFTU.hmm, score: 226.67) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



13522 

28433_1.R1040 
LIB317 0-041-Q1-K1-A5 



Seq. No. 
Contig ID 
5 '-most EST 



13523 

28447JL.R1040 
eep700868070.hl 



Seq. No. 
Contig ID 
5' -most EST 



13524 

28447_2.R1040 
zhf700955644.hl 



Seq. No. 
Contig ID 
5 '-most EST 



13525 

28447J3.R1040 
zhf700962267.hl 



Seq. No. 
Contig ID 
5 '-most EST 



13526 

28452JL.R1040 
kll701209179.hl 



Seq. No. 
Contig ID 
5' -most EST 



13527 

28455JL.R1040 
LIB3109-041-Q1-K1-B10 



Seq. No. 

Contig ID 
5' -most EST 



13528 

28455_2.R1040 
trc700563814.hl 



Seq. No. 
Contig ID 
5 '-most EST 



13529 

28457JL. R1040 
uC-gmropicl07b08bl 



Seq. No. 

Contig ID 
5' -most EST 
Method 



13530 

28458JL.R1040 

LIB3051-058-Q1-K2-F10 

BLASTN 



2318 



NCBI GI 



g3851647 



BLAST score 


192 


XT wal no 


1 Oe-104 


Marcn lengzn 




% identity 


90 


NCBI Description 


Rattus norvegicus neural I 




cds 


Seq. No. 


13531 


Contig ID 


28460 1.R1040 


O IUOo L EiOl 


LIB3170-041-O1-K1-B4 


beg. in o . 


1 ^R^9 


oonr.ig ijj 


9R466 1 P.1 040 
^ O *± v t? x * r\.x vj *i u 


O ILIU o U I-j O 1 


pen7008 65338 .hi 


oeg ■ no . 


lJJJJ 


Hz-m +- A rr TP) 
OUilLXy -L u 


28471 1 R1040 


D ItlOSu IIjDX 


T.T'FnOM -0S9-A1 0T7A 


Method 


BLASTX 


NCBI GI 


g4490303 


cij/ib i score 


R44 


iL vaxue 




Match length 


143 


% identity 


70 




( AT,n? t Sfi7fl 1 nutative orote 


Seg. No. 




Contig ID 


tCO^fO X.KxU'iU 


o -mosL tbi 


t TT=m Tn-n 49-01 -K1 -R^ 

XjXXjOX / \j u yi r\.x 


beg, no. 


1 ^R"3R 


f^^r^-h -i /t T Pi 

uont-ig iu 




0 IUOST- £jb 1 


T TFm 70-04P-O1 -K1-H5 


Method 


BLASTX 


NCBI GI 


gl086252 


BLAST score 


114 


E value 


8.0e-12 


Match length 


58 


% identity 


55 


NCBI Description 


sucrose cleavage protein 



tuberosum^potatoes, 
[Solanum tuberosum] 



cv. Cara, leaf, Peptide, 322 aa] 



Seq. No. 
Contig ID 
5 '-most EST 



13536 

28483_1.R1040 
LIB3170-044-Q1-K1-B6 



Seq. No. 

Contig ID 
5 '-most EST 



13537 

28483^2. R1040 
ssr700557077.hl 



Seq. No. 
Contig ID 
5 '-most EST 



13538 

28484_1.R1040 
LIB3170-041-Q1-K1-B6 



2319 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13539 

28487JL.R1040 
LIB3051-059-Q1-K2-C4 

13540 

28488JL.R1040 
uC-gmrominsoy216b02bl 

13541 

28488^2. R1040 

uC-gmf IminsoyO 65bl2bl 

13542 

28490JL.R1040 
LIB3170-041-Q1-K1-F6 

13543 

28492JL.R1040 

ejt700606296.hl 

BLASTX 

g3935183 

210 

2.0e-16 

102 
45 

(AC004557) F17L21. 26 [Arabidopsis thaliana] 
13544 

28492_2.R1040 
jC-gmfl02220089f02dl 

13545 

28497J..R1040 
LIB3051-059-Q1-K2-E3 

13546 

28498_1.R1040 
pxt700942413.hl 

13547 

28500JL.R1040 
LIB3170-042-Q1-K1-B6 

13548 

28501JL.R1040 
gsv701047471.hl 

13549 

28502_1.R1040 

LIB3056-006-Q1-N1-H11 

BLASTX 

g3873960 

341 

2.0e-31 

203 
38 

(Z81458) C03E10.4 [Caenorhabditis elegans] 
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Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



13550 

28504JL.R1040 
LIB3051-059-Q1-K2-G8 

13551 

28504_2.R1040 
LIB3107-075-Q1-K1-B2 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



[Schizosaccharomyces pombe] 



13552 

28513JL.R1040 
LIB3051-060-Q1-K1-A9 

13553 

28518JL.R1040 
zpv700758573.hl 

13554 

28525JL.R1040 

LIB3072-051-Q1-E1-D11 

BLASTX 

g2370494 

125 

2.0e-09 

185 
30 

(Z98944) hypothetical protein 
13555 

28526JL.R1040 
epx70I104727.hl 

13556 

28528_1.R1040 
awf700839431.hl 



13557 

28529J..R1040 

LIB3051-060-Q1-K1-E2 

BLASTX 

g4219092 

487 

6.0e-49 

120 

80 

(AF117707) putative copper/zinc superoxide dismutase copper 
chaperone precursor [Lycopersicon esculentum] 

13558 

28530JL.R1040 
LIB3051-060-Q1-K1-E8 

13559 

28531JL.R1040 
LIB3051-060-Q1-K1-E9 



Seq. No. 



13560 



2321 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



28537JL.R1040 
LIB3051-060-Q1-K1-F7 

13561 

28544_1.R1040 
LIB3051-060-Q1-K1-G6 

13562 

28545JL.R1040 
fde700874410.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



13563 

28551_1.R1040 
seb700651742.hl 

13564 

28557_1.R1040 

ssr700559677.hl 

BLASTX 

g2244910 

214 

5.0e-17 

74 

77 

(Z97339) unnamed protein product [Arabidopsis thaliana] 
13565 

28563JL.R1040 

jC-gmro02910075b06al 

BLASTX 

gl944132 

565 

5.0e-58 

128 

81 

(AB002560) CUC2 [Arabidopsis thaliana] 
13566 

28565_1.R1040 
LIB3170-046-Q1-K1-G9 

13567 

28570JL.R1040 
leu701151340.hl 

13568 

28573JL.R1040 
LIB3051-061-Q1-K1-G10 

13569 

28576JL.R1040 
pmv700888884.hl 

13570 

28576_2.R1040 
LIB3055-003-Q1-N1-F6 
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Seq. No. 13571 

Contig ID 28576_3.R1040 

5 T -most EST V4R-02-Q1-B1-H5 



Seq. No. 13572 

Contig ID 28578JL .R1040 

5' -most EST LIB3051-062-Q1-K1-A10 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13573 

28582JL.R1040 

bnu700967634.hl 

BLASTX 

g4406809 

204 

7.0e-16 

135 
39 

(AC006201) unknown protein [Arabidopsis thaliana] 



Seq. No. 13574 

Contig ID 28584_1 .R1040 

5 T -most EST gsf 700698465 .hi 

Seq. No. 13575 

Contig ID 28586_1.R1040 

5' -most EST LIB3051-062-Q1-K1-C3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13576 

28587_1.R1040 

jC-gmro02910067c04al 

BLASTX 

g3334276 

360 

5.0e-34 

175 

42 

AUTOANTIGEN NGP-1 >gi_17 9285 
sapiens] 



(L05425) autoantigen [Homo 



Seq. No. 13577 

Contig ID 28589_1 . R1040 

5 '-most EST LIB3109-036-Q1-K1-C3 

Seq. No. 13578 

Contig ID 28597__1 .R1040 

5 f -most EST zhf 700963663 .hi 



Seq. No. 13579 

Contig ID 28599J. . R1040 

5' -most EST LIB3051-062-Q1-K1-G6 

Method BLASTX 

NCBI GI g3033379 

BLAST score 332 

E value 8.0e-31 

Match length 91 

% identity 68 m 

NCBI Description (AC004238) putative DNA-binding protein [Arabidopsi 



2323 



thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



13580 

28599_2.R1040 
seb700651386.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13581 

28600JL.R1040 
vzy700756156.hl 

13582 

28601JL.R1040 

fua701041611.hl 

BLASTX 

g2642448 

486 

1.0e-48 

154 

29 

(AC002391) hypothetical protein ^Arabidopsis thaliana] 
>gi_3169187 (AC004401) hypothetical protein [Arabidopsis 
thaliana] 

13583 

28602J..R1040 
LIB3051-063-Q1-K1-A1 



13584 

28603JL.R1040 

LIB3139-113-P1-N1-D9 

BLASTN 

gl684854 

213 

1.0e-116 

273 
95 

Phaseolus vulgaris ubiquitin-like protein mRNA, 
cds 



complete 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 



Seq. No. 
Contig ID 



13585 

28605JL.R1040 

LIB3051-063-Q1-K1-A3 

BLASTX 

g2653885 

341 

5.0e-32 

123 

60 

(AF027408) 
thaliana] 



phospholipase D-gamma; PLD-gamma [Arabidopsis 



13586 

28606J..R1040 
LIB3170-047-Q1-K1-H11 

13587 

28610 1.R1040 



2324 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3170-045-Q1-K1-C12 

BLASTX 

g913227 

177 

6.0e-13 

54 
67 

transcription factor X1DP-1 [Xenopus laevis, 
Peptide, 409 aa] 



embryos, 



13588 

28613_1.R1040 

uC-gmropicO 0 6f 07bl 

BLASTX 

g3858935 

880 

1.0e-94 

218 
76 

(AL021636) synaptobrevin-like protein [Arabidopsis 
thaliana] >gi_4103357 (AF025332) vesicle-associated 
membrane protein 7C; synaptobrevin 7C [Arabidopsis 
thaliana] 



Seq. No, 
Contig ID 
5* -most EST 



13589 

28616JL.R1040 
trc700564238.hl 



Seq, No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



13590 

28617JL.R1040 
epx701105324.hl 

13591 

28619JL.R1040 

jC-gmro02800031d02dl 

BLASTX 

g3021344 

190 

3.0e-14 

75 

51 

(AJ004959) hypothetical protein [Cicer arietinum] 
13592 

28622_1.R1040 
LIB3051-063-Q1-K1-G7 



Seq, No. 
Contig ID 
5' -most EST 



13593 

28623_1.R1040 
uxk700668033.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



13594 

28624JL.R1040 

LIB317 0-046-Q1-J1-G12 



Seq. No. 
Contig ID 



13595 

28624 2.R1040 



2325 



5 T -most EST 



LIB3051-111-Q1-K1-H4 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13596 

28625J..R1040 
LIB3053-009-Q1-N1-B4 

13597 

28625_2.R1040 
uC-gmropic098e04bl 

13598 

28625_3.R1040 
LIB3107-053-Q1-K1-C7 

13599 

28626JL.R1040 
LIB3051-064-Q1-K1-A10 

13600 

28627_1.R1040 

pcp700993636.hl 

BLASTX 

g3738306 

643 

5.0e-67 

284 
47 

(AC005309) unknown protein [Arabidopsis thaliana] 
13601 

28628_1.R1040 

asn701135956.hl 

BLASTX 

g3746071 

757 

1.0e-80 

182 

79 

(AC005311) putative GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



13602 

28630_1.R1040 
LIB3170-049-Q1-K2-B7 

13603 

28634_1.R1040 
jC-gmle0181O02Ocl0al 

13604 

28634_2.R1040 
LIB3051-064-Q1-K1-C10 



Seq. No. 

Contig ID 
S'-most EST 



13605 

28638JL.R1040 
ssr700558502.hl 
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Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 
Method 



13606 

28640_1.R1040 
LIB3051-064-Q1-K1-D5 

13607 

28649_1.R1040 

LIB3170-051-Q1-K2-C1 

BLASTX 

g4388730 

330 

2.0e-30 

76 

88 

(AC006413) hypothetical protein [Arabidopsis thaliana] 
13608 

28649_2.R1040 
LIB3170-051-Q1-K1-C7 

13609 

28651_1.R1040 

LIB3051-064-Q1-K1-G10 

BLASTX 

g3360289 

182 

2.0e-13 

50 
58 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 

13610 

28652JL.R1040 

LIB3051-064-Q1-K1-G11 

BLASTX 

g2894596 

260 

7.0e-23 

77 

69 

(AL021889) putative protein [Arabidopsis thaliana] 
13611 

28653_1.R1040 

LIB3170-051-Q1-K2-E1 

BLASTN 

g3821780 

36 

2.0e-10 

37 

61 

Xenopus laevis cDNA clone 27A6-1 
13612 

28655JL.R1040 

uC-gmropic014f04bl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!778095 

1683 

0.0e+00 

507 

67 

(U64903) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



13613 

28655_2.R1040 

zhf700953153.hl 

BLASTX 

g3047114 

962 

1.0e-104 

462 

44 

(AF058919) No definition line found [Arabidopsis thaliana] 
13614 

28655_6.R1040 
jC-gmle01810035g01dl 



Seq. No. 
Contig ID 
5' -most EST 



13615 

28659JL.R1040 
LIB3170-052-Q1-K1-A2 



Seq. No. 
Contig ID 
5' -most EST 



13616 

28661_1.R1040 
fde700874519.hl 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



13617 

28662JL.R1040 
LIB3170-049-Q1-K2-A2 

13618 

28664J..R1040 

awf700842849.hl 

BLASTX 

g2956717 

589 

5.0e-61 
136 

(Y09722) beta-carotene hydroxylase 2 [Capsicum annuumj 
13619 

28669JL.R1040 
ssr700555061-hl 



Seq. No. 
Contig ID 
5' -most EST 



13620 

28671JL.R1040 
LIB3051-065-Q1-K1-C4 



Seq. No. 

Contig ID 



13621 

28673 1.R1040 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 



LIB3051-065-Q1-K1-D11 

BLASTN 

g2062705 

37 

3.0e-ll 

37 
38 

Human butyrophilin 



(BTF5) mRNA, complete cds 



13622 

28675_1.R1040 

LIB3051-065-Q1-K1-D2 

BLASTX 

g4325354 

237 

7.0e-20 

113 

42 

(AF128395) contains similarity to retrovirus-related 
polyproteins and to CCHC zinc finger protein (Pfam: 
PF00098, Score=16.3, £=0.051, E- 1) [Arabidopsis thaliana] 

13623 

28680_1.R1040 
LIB3051-065-Q1-K1-E5 



Seq. No. 
Contig ID 
5' -most EST 



13624 

28681J..R1040 
crh700850923.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



13625 

28682_1.R1040 
LIB3170-051-Q1-K1-D2 

13626 

28688__1.R1040 

LIB3051-065-Q1-K1-G8 

BLASTX 

g3043612 

328 

5.0e-30 

180 

42 

(AB011116) KIAA0544 protein [Homo sapiens] 
13627 

28688_2.R1040 
g4289761 

13628 

28690_1.R1040 
LIB3051-065-Q1-K1-H10 

13629 

28694_1.R1040 
LIB3051-066-Q1-K1-A12 
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Seq. No. 


13630 




Contia ID 


28696 1.R1040 




5' -most EST 


LIB3170-049-Q1-K2-F3 




Seq. No. 


13631 




Contig ID 


28698 2.R1040 




5' -most EST 


LIB3051-066-Q1-K1-C1 




Seq. No. 


13632 




Contig ID 


28702 1.R1040 




5' -most EST 


sat701015280.hl 




Method 


BLASTN 




NCBI GI 


g3241927 




BLAST score 


39 




E value 


1.0e-12 




Match length 


91 




% identity 


86 




WORT Dp^rrinfinn 


ATiRhn Hons "i s 1~h^l i^na 






MTE17, complete sequ€ 


mi 


Seq. No. 


13633 




Cnnfia ID 


28704 1 R1040 




5' -most EST 


LIB3094-090-Q1-K1-B9 




Seq. No. 


13634 






98709 1 R1040 


m 


5 '-most EST 


LIB3051-066-Q1-K1-E3 


.,. 


Seq. No. 


13635 




fnnt" in TD 


9871? 1 R1040 




5 '-most EST 


LIB3170-051-Q1-K2-E3 


H= 


Seq. No. 


13636 


fl 


Contig ID 


28713 1.R1040 


J;!: 


5 '-most EST 


LIB3170-051-Q1-K2-F3 




Seq. No. 


13637 




Contig ID 


28724 1.R1040 




5 '-most EST 


seb700651482.hl 




Method 


BLASTX 




NCBI GI 


gll68328 




BLAST score 


271 




E value 


1.0e-23 




Match length 


107 




% identity 


49 




NCBI Description 


ACTIN-LIKE PROTEIN 3 



chromosome 5, PI clone: 



>gi_629878_pir S48844 actin-like 

protein - slime mold (Dictyostelium discoideum) 

>gi_2130164_pir S69002 actin-like protein - slime mold 

{Dictyostelium discoideum) >gi_563346_emb_CAA86553_ 
(246418) actin-like protein [Dictyostelium discoideum] 



Seq. No. 

Contig ID 
5 '-most EST 



13638 

28726JL.R1040 
LIB317 0-04 9-Q1-K2-E4 



Seq. No. 
Contig ID 



13639 

28729 1.R1040 



2330 



5' -most EST 



LIB3051-067-Q1-K1-A8 



Seq. No. 
Contig ID 
5' -most EST 



13640 

28732_1.R1040 
rca701001509.hl 



Seq, No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



13641 

28734_1.R1040 
LIB3170-051-Q1-K2-B4 

13642 

28739JL.R1040 

LIB3051-067-Q1-K1-D12 

BLASTX 

g4371285 

197 

3.0e-15 

85 
53 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
13643 

28740JL.R1040 
LIB3170-051-Q1-K1-G4 



Seq. No. 
Contig ID 
5 '-most EST 



13644 

28745_1.R1040 
awf700841094.hl 



Seq. No, 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



13645 
28747_1 
LIB3051 
BLASTX 
g3786014 
143 

7.0e-09 

57 
58 

(AC005499 



R1040 

067-Q1-K1-F12 



hypothetical protein [Arabidopsis thaliana] 



13646 

28750_1.R1040 
hyd700725920.hl 

13647 

28751_1.R1040 
LIB3051-067-Q1-K1-F8 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No* 
Contig ID 
5 '-most EST 



13648 

28752_1.R1040 
zzp700834069.hl 

13649 

28753_1.R1040 
LIB3051-067-Q1-K1-G1 



Seq. No, 



13650 



2331 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28759JL.R1040 

LIB3092-028-Q1-K1-C7 

BLASTX 

g3738302 

482 

3.0e-48 

144 

62 

(AC005309) tubby-like protein [Arabidopsis thaliana] 
>gi_424 9398 (AC006072) putative tubby protein [Arabidopsis 
thaliana] 

13651 

28759_2.R1040 

smc700749895.hl 

BLASTX 

g3738302 

923 

1.0e-100 

246 

68 

(AC005309) tubby-like protein [Arabidopsis thaliana] 
>gi_424 9398 (AC006072) putative tubby protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13652 

28760JL.R1040 

smc700748436.hl 

BLASTX 

g2191165 

425 

3.0e-41 

131 

66 

(AF007270) A_IG002P16.14 gene product [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 



13653 

28764_1.R1040 
LIB3093-041-Q1-K1-D3 

13654 

28767_1.R1040 

g5752993 

BLASTX 

g3135269 

151 

1.0e-19 

170 

42 

(AC003058) unknown protein [Arabidopsis thaliana] 
13655 

28771_1.R1040 
LIB3051-068-Q1-K1-B4 
BLAST N 
g3821780 



2332 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



36 

1.0e-10 

48 
67 

Xenopus laevis cDNA clone 27A6-1 
13656 

28772JL.R1040 
LIB3051-068-Q1-K1-B6 

13657 

28773JL.R1040 

LIB3051-068-Q1-K1-B7 

BLASTX 

g4378848 

196 

7.0e-15 

75 
53 

(AF124349) hydrolase [Zymomonas mobilis] 
13658 

28773_2.R1040 

LIB3107-071-Q1-K1-E1 

BLASTX 

g4378848 

439 

2.0e-43 

150 

59 

(AF12434 9) hydrolase [Zymomonas mobilis] 
13659 

28774JL.R1040 
LIB3051-068-Q1-K1-B8 

13660 

28776JL.R1040 
LIB3051-068-Q1-K1-C1 

13661 

28777_1.R1040 
LIB3051-068-Q1-K1-C4 

13662 

28778_1.R1040 

LIB3051-068-Q1-K1-C6 

BLASTN 

g3821780 

36 

1.0e-10 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
13663 

28780 1.R1040 



2333 



5 T -most EST 



LIB3051-068-Q1-K1-D7 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13664 

28781_1.R1040 

LIB3051-112-Q1-K1-C12 

BLASTX 

g732161 

152 

2.0e-09 

60 

52 

HYPOTHETICAL 55.9 KD PROTEIN IN MDS1-RPL13 INTERGENIC 

REGION >gi_1077952_pir S50396 hypothetical protein YMR140w 

- yeast (Saccharomyces cerevisiae) >gi_606438_emb_CAA87354_ 
(Z47071) unknown [Saccharomyces cerevisiae] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13665 

28781_2.R1040 

jC-gmfl02220077b08al 

BLASTX 

g732161 

152 

7.0e-10 

60 

52 

HYPOTHETICAL 55.9 KD PROTEIN IN MDS1-RPL13 INTERGENIC 

REGION >gi_1077952jpir S50396 hypothetical protein YMR140w 

- yeast (Saccharomyces cerevisiae) >gi_606438_emb_CAA87354_ 
(Z47071) unknown [Saccharomyces cerevisiae] 



Seq. No. 


13666 


Contig ID 


28782 1.R1040 


5 '-most EST 


LIB3051-068-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g4490704 


BLAST score 


160 


E value 


1.0e-10 


Match length 


57 


% identity 


53 


NCBI Description 


(AL035680) putative protein 


Seq. No. 


13667 


Contig ID 


28789 1.R1040 


5' -most EST 


k!1701209521.hl 


Seq. No. 


13668 


Contig ID 


28800 1.R1040 


5 '-most EST 


rlr700895388.hl 


Method 


BLASTX 


NCBI GI 


g3135493 


BLAST score 


184 


E value 


2.0e-13 


Match length 


195 


% identity 


31 


NCBI Description 


(AF06024 8) unknown [Arabidop 


Seq. No. 


13669 



2334 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



28802JL.R1040 
LIB3051-069-Q1-K1-C3 

13670 

28803_1.R1040 
rca701000358,hl 



Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13671 

28804_1.R1040 

uC-gmrominsoyl96al0bl 

BLASTX 

g2911058 

633 

8.0e-66 

333 

44 

(AL021961) putative protein 



[Arabidopsis thaliana] 



13672 

28804_3.R1040 

gbt700548051.hl 

BLASTX 

g3822225 

150 

1.0e-09 

64 
52 

(AF07 9183) RING-H2 finger protein RHGla 
thaliana] 



13673 

28805J..R1040 

LIB3170-050-Q1-K1-A6 

BLASTN 

g2062691 

36 

2.0e-10 • 

39 

65 

Human sodium phosphate transporter 
cds 



[Arabidopsis 



(NPT4) mRNA, complete 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



13674 

28808_1.R1040 

hrw701059684.hl 

BLASTX 

g3822036 

304 

1.0e-27 

155 
43 

(AF072326) endo-1, 3-1, 4-beta-D-glucanase [Zea mays] 
13675 

28811_1.R1040 
jC-gmro02910025d02dl 



2335 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13676 

28814JL.R1040 

rca700996069.hl 

BLASTX 

g4204282 

145 

1.0e-08 

181 

30 

(AC004146) Hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



13677 

28817JL.R1040 
ncj700980677.hl 



Seq. No. 
Contig ID 
5 '-most EST 



13678 

28819JL.R1040 
uC-gmflminsoy069h05bl 



Seq. No. 

Contig ID 
5 '-most EST 



13679 

28819J3.R1040 
fua701038953.hl 



Seq. No. 

Contig ID 
5 f -most EST 



13680 

28822_1. R1040 
LIB3051-069-Q1-K1-F9 



Seq. No. 

Contig ID 
5 T -most EST 



13681 

28830_1.R1040 
LIB3051-069-Q1-K1-H6 



Seq. No. 
Contig ID 
5 '-most EST 



13682 

28836JL.R1040 
LIB3051-070-Q1-K1-A7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13683 

28837J..R1040 

LIB3051-070-Q1-K1-B10 

BLASTX 

g 4454459 

153 

9.0e-21 

115 

56 

(AC006234) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



13684 

28839JL.R1040 
LIB3051-070-Q1-K1-B8 



Seq. No. 
Contig ID 
5 '-most EST 



13685 

28843JL.R1040 
LIB3051-070-Q1-K1-C9 



Seq. No. 
Contig ID 
5 '-most EST 



13686 

28844JL.R1040 
gsv701054290.hl 



2336 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4239845 

159 

8.0e-ll 

77 
44 

(AB015855) 



transcription factor TEIL [Nicotiana tabacum] 



13687 

28847JL.R1040 

LIB3056-010-Q1-N1-E5 

BLASTX 

g2131420 

155 

7.0e-10 

181 

30 

hypothetical protein YDR299w - yeast (Saccharomyces 
cerevisiae) >gi_849214 (U28374) Ydr299wp [Saccharomyces 
cerevisiae] 



Seq* No. 


13688 


Contig ID 


28848 1.R1040 


5 '-most EST 


LIB3051-070-Q1-K1-E5 


Method 


rjT TkQT'M 
D-UttO 1 IM 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


13689 


Contig ID 


28851 1.R1040 


5 '-most EST 


pcp700989169.hl 


Seq. No. 


13690 


Contig ID 


28852 1.R1040 


5 1 -most EST 


LIB3051-070-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g4314357 


BLAST score 


170 


E value 


4.0e-12 


Match length 


84 


% identity 


29 


NCBI Description 


(AC006340) putative nucleic acid 




[Arabidopsis thaliana] 


Seq. No. 


13691 


Contig ID 


28854 1.R1040 


5' -most EST 


LIB3051-070-Q1-K1-G10 


Seq. No. 


13692 


Contig ID 


28868 1.R1040 


S'-most EST 


g5175350 


Method 


BLASTX 


NCBI GI 


g4249403 



2337 



BLAST score 


648 


E value 


1.0e-67 


Match length 


197 


% identity 


64 


NCBI Description 


(AC006072) unknown protein 


Seq. No. 


13693 


Contig ID 


28868 2.R1040 


5' -most EST 


trc700565744.hl 


Method 


BLASTX 


NCBI GI 


g3738309 


BLAST score 


940 


E value 


1.0e-107 


Match length 


301 


% identity 


67 


NCBI Description 


(AC005309) unknown protein 


Seq. No. 


13694 


Contig ID 


28869 1.R1040 


5' -most EST 


ncj700988615.hl 


Seq. No. 


13695 


Contig ID 


28875 1.R1040 


5* -mo st EST 


jC-gmfl02220094b02al 


Method 


BLASTX 


NCBI GI 


g4063751 


BLAST score 


237 


E value 


4.0e-25 


Match length 


231 


% identity 


36 


NCBI Description 


(AC005851) putative white ] 




>ai 4510409 ab AAD21495 1 




protein [Arabidopsis thalL 


Seq. No. 


13696 


font i a TD 


28876 1 R1040 


5 '-most EST 


g4 3 96931 


Seq. No. 


13697 


font "i a TD 


28884 1 R1040 


5 '-most EST 


LIB3170-049-Q1-K2-E9 


Seq. No. 


13698 


Contia ID 


28885 1 R1040 


5 '-most EST 


LIB317 0-04 9-Q1-K2-F9 


Seq. No. 


13699 


Prmt" 1 n TV) 


1 R1040 


5 '-most EST 


LIB3051-071-Q1-K1-B10 


Seq. No. 


13700 


Contig ID 


28888 1.R1040 


5 '-most EST 


LIB3170-051-Q1-K2-A9 


Seq. No. 


13701 


Contig ID 


28893 1.R1040 


5' -most EST 


LIB3051-071-Q1-K1-F2 



(AC006929) putative white 



2338 



Seq. No. 


13702 


Ccntig ID 


28894 1.R1040 


5 '-most EST 


LIB3170-051-Q1-K1-C9 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6- 


Seq. No. 


13703 


Contig ID 


28896 1.R1040 


5 1 -most EST 


LIB3138-092-Q1-N1-H6 


Method 


BLASTX 


NCBI GI 


g4567312 


BLAST score 


469 


E value 


1.0e-46 




117 


% identity 


73 


NCBI Description 


(AC005956) hypothetical protein 




13704 


Contig ID 


28897 1.R1040 


5* -most EST 


kll701209414.hl 




13705 


Contig ID 


28897 2.R1040 


5' -most EST 


kmv700742617.hl 


Seq. No. 


13706 


Contig ID 


28900 1.R1040 


5 1 -most EST 


LIB3051-071-Q1-K1-G12 


Seq. No. 


13707 


Contig ID 


28901 1.R1040 


5 f -most EST 


LIB3170-051-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


a2088641 


BLAST score 


303 


E value 


1.0e-27 


Match length 


120 


% identity 


48 


NCBI Description 


(AF002109) Myb isolog [Arabidop 




(AC003000) myb-like protein [Ar 


Seq. No. 


13708 


Contig ID 


28919 1.R1040 


5' -most EST 


kl!701212308.hl 


Method 


BLASTX 


NCBI GI 


gl001794 


BLAST score 


431 


E value 


5.0e-42 


Match length 


149 


% identity 


54 


NCBI Description 


(D64005) hypothetical protein [ 



[Arabidopsis thaliana] 



>gi_2642168 



2339 



f) 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



13709 

28919_2.R1040 
LIB3170-049-Q1-K2-F10 

13710 

28923JL.R1040 

jC-gmro02910066e08al 

BLASTX 

g3668082 

226 

3.0e-18 

71 
61 

(AC004667) putative DAL1 protein [Arabidopsis thaliana] 
13711 

28923_2.R1040 

LIB3093-033-Q1-K1-B6 

BLASTX 

g!200205 

339 

1.0e-31 

122 

53 

(X95753) DAG [Antirrhinum majus] 
13712 

28924_1.R1040 
LIB3051-072-Q1-K1-D3 



13713 

28927J..R1040 

jC-gmfl02220051e09al 

BLASTX 

gll7314 

219 

2.0e-17 

78 

51 

COLD-REGULATED PROTEIN 2 
cold-regulated protein 2 



>gi_419794_pir B45512 

- barley (fragment) >gi__167028 



(M60733) cold-regulated [Hordeum vulgare] 
13714 

28932^1. R1040 
sat701006131.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



13715 

28933_1.R1040 
g4105687 

13716 

28934_1.R1040 
uC-gmrominsoyl01c09bl 



Seq. No. 



13717 



2340 



Contig ID 
5' -most EST 



28936_1.R1040 
bth700845977.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13718 

28942_1.R1040 

LIB3051-072-Q1-K1-H3 

BLASTX 

g2495120 

304 

9.0e-28 

130 

51 

POSSIBLE THIOPHENE AND FURAN OXIDATION PROTEIN THDF 
>gi_1652979_dbj__BAAl7896_ (D90910) thiophen and furan 
oxidation protein [Synechocystis sp.] 



Seq. No. 


13719 


Contig ID 


28943 1.R1040 


5' -most EST 


LIB3051-072-Q1-K1-H4 


Seq. No. 


13720 


Contig ID 


28945 1.R1040 


5' -most EST 


LIB3051-072-Q1-K1-H6 


Seq. No. 


13721 


Contig ID 


28948 1.R1040 


5' -most EST 


kll701209532.hl 




DJjfiD 1 A 


NCBI GI 


g2522534 


BLAST score 


313 


E value 


3.0e-28 


lxiaucn j_enyL.ii 


1 OQ 


% identity 


41 


NCBI Description 


(AF027302) TNF-alpha stimulated ABC prote 


Seq. No. 


13722 


Contig ID 


28949 1.R1040 


5 '-most EST 


LIB3051-073-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g4455325 


BLAST score 


214 


E value 


3.0e-17 


Match length 


86 


% identity 


49 


NCBI Description 


(AL035525) putative protein [Arabidopsis 


Seq. No. 


13723 


Contig ID 


28954 1.R1040 


5' -most EST 


LIB3167-04 9-P1-K1-E2 


Seq. No. 


13724 


Contig ID 


28954 2.R1040 


5 '-most EST 


smc700749610.hl 


Seq. No. 


13725 


Contig ID 


28954 3.R1040 


5' -most EST 


hrw701062025.hl 



2341 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 ' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



13726 

28955_1.R1040 
txt700733109.hl 

13727 

28958_1.R1040 
LIB3051-073-Q1-K1-D12 

13728 

28964_1.R1040 
jC-gmst02400063g06dl 

13729 

28967JL.R1040 
LIB3170-04 9-Q1-K1-G12 

13730 

28968JL.R1040 

LIB3051-074-Q1-K1-A5 

BLASTX 

g3894189 

749 

2.0e-79 

281 

56 

(AC005662) hypothetical protein [Arabidopsis thaliana] 
13731 

28972JL.R1040 

LIB3072-023-Q1-E1-H1 

BLASTX 

g3738285 

270 

2.0e-23 

161 

39 

(AC005309) unknown protein [Arabidopsis thaliana] 
13732 

28975_1.R1040 
LIB3109-038-Q1-K1-E4 

13733 

28975_2.R1040 
pmv700890886.hl 

13734 

28992_1.R1040 
LIB3170-053-Q1-K1-F2 

13735 

28993_1.R1040 
uC-gmronoir013a08bl 

13736 

28994 1.R1040 



2342 



5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 



jC-gmst02400007f01dl 
13737 

28996J..R1040 

asn701136720.hl 

BLASTX 

g4490331 

515 

9.0e-54 

127 

81 

(AL035656) hypothetical protein 



[Arabidopsis thaliana] 



13738 

28996__2.R1040 

hrw70I059527.hl 

BLASTX 

g4490331 

382 

9.0e-37 

85 
89 

(AL035656) hypothetical protein [Arabidopsis thaliana] 
13739 

28996_3. R1040 

hrw701059282.hl 

BLASTX 

g4490331 

467 

1.0e-46 

103 

88 

(AL035656) hypothetical protein [Arabidopsis thaliana] 
13740 

28998_1.R1040 
LIB3170-056-Q1-K1-E1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13741 

29000_1.R1040 

xpa700795968.hl 

BLASTX 

gl36071 

142 

1.0e-08 

163 

26 

TROPOMYOSIN 1, SMOOTH MUSCLE (GIZZARD BETA- TROPOMYOSIN} 

( SMOOTH -MUSCLE ALPHA-TROPOMYOSIN) (TROPOMYOSIN BETA CHAIN, 

SMOOTH MUSCLE) >gi_71602_pir TMCHS1 tropomyosin 1, smooth 

muscle - chicken >gi_212807 (K0244 6) alpha-tropomyosin 
(smooth muscle) [Gallus gallus] 



Seq. No. 
Contig ID 
5 '-most EST 



13742 

29010_1. R1040 
gsv701055606.hl 



2343 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq, No. 
Contig ID 
5' -most EST 



BLASTN 

g3779217 

45 

5.0e-16 

101 
86 

Solanum tuberosum protein kinase CPK1 mRNA, complete cds 
13743 

29011JL.R1040 
LIB3109-044-Q1-K1-H5 

13744 

29020_1.R1040 
asn701140039.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



13745 

29022_1.R1040 
LIB3051-075-Q1-K1-C1 

13746 

29022_2.R1040 

LIB3065-016-Q1-N1-G9 

BLASTX 

gl32732 

166 

1.0e-ll 

82 

51 

SOS RIBOSOMAL PROTEIN L18, CHLOROPLAST PRECURSOR (CL18) 

>gi_71262_pir R5PM18 ribosomal protein PsCL18 precursor, 

chloroplast - garden pea >gi_20869_emb_CAA32186_ (X14021) 
PsCL18 ribosomal preprotein (AA -49 to 96) [Pisum sativum] 

13747 

29022_3.R1040 
2DC-01-Q1-B1-B5 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 f -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



13748 

29026JL.R104G 

LIB3051-075-Q1-K1-C9 

BLASTX 

g4104321 

142 

1.0e-08 

96 

35 

(AF034 582) vesicle associated protein [Rattus norvegicus] 
13749 

29027JL.R1040 

g5508999 

BLASTX 

g!711355 

199 

2.0e-15 
62 



2344 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



58 

SHORT-CHAIN TYPE DEHYDROGENASE /REDUCTASE 

>gi_421786_pir S34678 short-chain alcohol dehydrogenase - 

Norway spruce >gi_395223_emb_CAA52213_ (X74115) short-chain 
alcohol dehydrogenase [Picea abies] 

13750 

29028_1*R1040 
LIB3170-053-Q1-K1-C2 

13751 

29029_1.R1040 
uC-gmropic033c04bl 

13752 

29037_1.R1040 
LIB3170-056-Q1-K1-F2 

13753 

29041_1.R1040 
ncj700986807,hl 

13754 

29042_1.R1040 
zhf700964249.hl 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 



13755 

29042_2.R1040 
jex700908849.hl 

13756 

29043_1.R1040 
crh700850269.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



13757 

29046_1.R1040 

LIB3051-075-Q1-K1-H4 

BLASTX 

gl234787 

409 

3.0e-39 

448 

32 

(U37373) up-regulated by thyroid hormone in tadpoles; 
expressed specifically in the tail and only at 
metamorphosis; membrane bound or extracellular protein; 
C-terminal basic region [Xenopus laevis] 

13758 

29053_1.R1040 
LIB3051-111-Q1-K1-D2 



Seq. No. 
Contig ID 
5 '-most EST 



13759 

29053_2.R1040 
jex700909489.hl 



Seq. No. 



13760 



2345 



Contig ID 
5' -most EST 



29058_1.R1040 
LIB3170-046-Q1-K1-E10 



Seq. No. 
Contig ID 
5 T -most EST 



13761 

29061_1.R1040 
LIB3051-077-Q1-K1-C10 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



13762 

29062_1.R1040 
LIB3051-107-Q1-K1-G1 

13763 

29063_1.R1040 
LIB3170-056-Q1-K1-H3 

13764 

29064JL.R1040 
LIB3051-077-Q1-K1-C3 

13765 

29065JL.R1040 
LIB3170-056-Q1-K1-G3 

13766 

29068JL.R1040 

LIB3106-006-Q1-K2-E9 

BLASTX 

g4159995 

342 

1.0e-31 

281 
9 

(AF063095) SEL1L [Mus musculus] 
13767 

29070_1.R1040 
LIB3051-077-Q1-K1-D8 

13768 

29073JL.R1040 
LIB3051-077-Q1-K1-E4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13769 

29076_1. R1040 

vwf700678753.hl 

BLASTX 

g4056460 

153 

8.0e-10 

177 

32 

(AC005990) Contains similarity to gb_L26505 Met30p from 
Saccharomyces cerevisiae. ESTs gb_F14133, gb_T46217, 
gb_AA404758 and gb_Z37647 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 



13770 



2346 



Contig ID 


29078 1.R1040 


5 '-most EST 


LIB3051-077-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g4510407 


BLAST score 


341 


E value 


1.0e-31 


Match length 


255 


o -L viC 11' L 


41 


NCBI Description 


(AC006587) unknown protein 


Seq. No. 


13771 


Pont i rr T H 


29079 1 R1040 


5 '-most EST 


LIB3051-077-Q1-K1-F7 


Seq, No, 


13772 


Contig ID 


29084 1.R1040 


5 '-most EST 


LIB3170-054-Q1-K1-H3 


Seq. No. 


13773 


Contig ID 


29093 1.R1040 


5' -most EST 


LIB3170-053-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g2136141 


BLAST score 


146 


E value 


4.0e-09 


Match length 


80 


% identity 


41 


NCBI Description 


serine C-palmitoyltransf era 




human { fragment ) 


Seq. No. 


13774 


Contig ID 


29098 1.R1040 


5' -most EST 


LIB3051-078-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2252863 


RT.AST icnre* 

JJJJxilJ J. O W J- \^ 


218 


E value 


2.0e-17 


Match length 


100 


% identity 


55 


NCBI Description 


(AF013294) similar to nucle 




thaliana] 


Seq. No. 


13775 


Contig ID 


29103 1.R1040 


5' -most EST 


jC-gmfl02220068h05al 


Method 


BLASTX 


NCBI GI 


gl708972 


BLAST score 


159 


E value 


1.0e-10 


Match length 


35 


% identity 


86 



[Arabidopsis thaliana] 



(EC 2.3.1.50) Lcb2 chain - 



NCBI Description 



(R) -MANDELONITRILE LYASE ISOFORM 3 PRECURSOR 
(HYDROXYNITRILE LYASE 3) ( (R) -OXYNITRILASE 3) >gi_1262279 
(U51562) (R)-(+)-mandelonitrile lyase isoform MDL3 
precursor [Prunus serotina] >gi_2343181 (AF013161) 
(R) - ( + ) -mandelonitrile lyase isoform MDL3 precursor [Prunus 
serotina] 



2347 



€1 



Seq. No. 
Contig ID 
5' -most EST 



13776 

29110JL.R1040 
LIB3170-054-Q1-K1-E4 



Seq. No. 13777 

Contig ID 29113_1 .R1040 

5' -most EST LIB3170-055-Q1-K1-G4 



Seq. No. 13778 

Contig ID 29115_1 . R1040 

5' -most EST LIB3170-054-Q1-K1-H4 

Method BLASTX 

NCBI GI g3036816 

BLAST score 204 

E value 8.0e-16 

Match length 158 

% identity 37 

NCBI Description (AL022373) myosin-like protein [Arabidopsis thaliana] 

Seq. No. 13779 

Contig ID 29117_1 . R1040 

5' -most EST LIB3170-056-Q1-K1-B5 



Seq. No. 13780 

Contig ID 29119_1 . R1040 

5' -most EST LIB3106-098-Q1-K1-G4 



Seq. No. 13781 

Contig ID 29130_1 . R1040 

5 '-most EST jC-gmfl02220099dl0al 

Method BLASTX 

NCBI GI g2190548 

BLAST score 161 

E value 5.0e-ll 

Match length 31 

% identity 90 

NCBI Description (AC001229) EST gb_ATTS1121 comes from this gene. 
[Arabidopsis thaliana] 

Seq. No. 13782 

Contig ID 29130_2 . R1040 

5 '-most EST LIB3051-079-Q1-K1-B4 

Method BLASTX 

NCBI GI g3152616 

BLAST score 143 

E value 1.0e-08 

Match length 26 

% identity 92 

NCBI Description (AC004482) hypothetical protein [Arabidopsis thaliana] 
>gi_3242726 (AC003040) hypothetical protein [Arabidops 
thaliana] 



Seq. No. 13783 

Contig ID 29134_1 . R1040 

5' -most EST g5126525 



2348 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13784 

29135JL.R1040 

LIB3051-07 9-Q1-K1-C8 

BLASTX 

gll3311 

155 

4.0e-10 

127 

32 

ACETYL-COENZYME A SYNTHETASE (ACETATE— COA LIGASE) 

(ACYL-ACTIVATING ENZYME) >gi_68571_pir SYASAA acetate— CoA 

ligase (EC 6.2.1.1) - Emericella nidulans 
>gi_2341_emb_CAA34858_ (X16990) acetate— CoA ligase 
[Emericella nidulans] 



Seq. No. 
Contig ID 
5 ! -most EST 



13785 

29137_1.R1040 
LIB3051-079-Q1-K1-D1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13786 

29146_1.R1040 

LIB3051-079-Q1-K1-F2 

BLASTX 

g2623304 

199 

4.0e-17 

130 
39 

(AC002409) 
thaliana] 



similar to Medicago nodulin N21 [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13787 

29148JL.R1040 

jC-gmst0240007 5h01al 

BLASTX 

g3096947 

500 

1.0e-110 

284 

75 

(Y16327) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



13788 

29151_1.R1040 
LIB3170-056-Q1-K1-F6 



Seq. No. 
Contig ID 
5 '-most EST 



13789 

29152_1.R1040 
LIB3051-079-Q1-K1-H2 



Seq. No. 

Contig ID 
5 '-most EST 



13790 

29159J..R1040 
LIB3170-055-Q1-K1-F6 



Seq. No. 
Contig ID 



13791 

29162 1.R1040 



2349 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3051-080-Q1-K1-D9 

BLASTX 

g2342685 

230 

4.0e-19 
102 

(AC000106) Contains similarity to Rhodococcus amictase 
(gb_D16207). ESTs gb_T20504, gb_H36650, gb_N97423, gb_H36595 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



13792 

29168_1.R1040 
kl!701204679.hl 



Seq. No. 
Contig ID 
5 '-most EST 



13793 

29170_1.R1040 
k!1701210885.hl 



Seq. No. 
Contig ID 
5 '-most EST 



13794 

29172_1.R1040 
LIB3051-080-Q1-K1-H12 



Seq. No. 
Contig ID 
5 '-most EST 



13795 

29173JL.R1040 
jC-gmle01810033d04dl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13796 

29180__1.R1040 

sat701010805.hl 

BLASTX 

g3451078 

147 

6.0e-09 

107 

38 

(AL031326) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



13797 

29181_1.R1040 
bth700848713.hl 



Seq. No. 
Contig ID 
5 '-most EST 



13798 

29181_2.R1040 
zzp700831518.hl 



Seq. No. 
Contig ID 
5' -most EST 



13799 

29183_1.R1040 
LIB3170-035-Q1-J1-C1 



Seq. No. 
Contig ID 
5' -most EST 



13800 

29188_1.R1040 
jC-gmfl02220070b!2al 



Seq. No. 
Contig ID 
5 '-most EST 



13801 

29191_1.R1040 
LIB3051-081-Q1-K1-G4 



2350 



Method 


BLASTN 


NCBI GI 


gl8729 


BLAST score 


57 


E value 


3.0e-23 


Match length 


57 


% identity 


100 


NCBI Description 


Soybean (Glycine ] 


Seq. No. 


13802 


Contig ID 


29195 1.R1040 


5' -most EST 


LIB3051-081-Q1-K1 


Method 


BLASTX 


NCBI GI 


gl351636 


BLAST score 


500 


E value 


1.0e-50 


Match length 


154 


% identity 


30 


NCBI Description 


HYPOTHETICAL 143. 



Seq. No. 
Contig ID 
5 '-most EST 



C12G12.13C IN CHROMOSOME I >gi_2130260 j?ir S62544 

hypothetical protein SPAC12G12 . 13c - fission yeast 
(Schizosaccharomyces pombe) 

13803 

29197__1.R1040 
leu701145614.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5' -mo st EST 

Seq. No. 
Contig ID 
5' -most EST 



13804 

29197_2.R1040 
ncj700976814.hl 

13805 

29200JL.R1040 
dpv701103081.hl 

13806 

29204JL.R1040 
LIB3170-054-Q1-K1-D7 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



13807 

29214JL.R1040 
jC-gmst02400020alOal 

13808 

29217_1.R1040 

bth700849579.hl 

BLASTX 

g401621 

159 

9.0e-ll 

105 

36 

HYPOTHETICAL 20.4 KD PROTEIN IN TNAB-BGLB INTERGENIC REGION 
>gi_290561 (L10328) ol88 [Escherichia coli] >gi_179014 9 
(AE000448) orf, hypothetical protein [Escherichia coli] 

13809 

29217 2.R1040 



2351 



5' -most EST 



LIB3092-053-Q1-K1-C6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13810 

29220JL.R1040 

uC-gmf Iminsoy031c06bl 

BLASTN 

g4220643 

55 

6.0e-22 

190 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MWD22, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Contig ID 
5' -most EST 



13811 

29224JL.R1040 
LIB3051-082-Q1-K1-F11 



Seq. No. 
Contig ID 
5 1 -most EST 



13812 

29225_1.R1040 
LIB3170-053-Q1-K1-G8 



Seq. No. 
Contig ID 
5' -most EST 



13813 

29226_1.R1040 
LIB3051-082-Q1-K1-F2 



Seq. No. 
Contig ID 
5' -most EST 



13814 

29230JL.R1040 
LIB3051-082-Q1-K1-G12 



Seq. No. 
Contig ID 
5' -most EST 



13815 

29235_1.R1040 
LIB3170-055-Q1-K1-C8 



Seq. No. 
Contig ID 
5 1 -most EST 



13816 

29236_1.R1040 
LIB3051-082-Q1-K1-H5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13817 

29237_1.R1040 

wrg700788810.h2 

BLASTX 

g4455246 

227 

9.0e-19 

83 

57 

(AL035523) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



13818 

29240JL.R1040 
LIB3051-083-Q1-K1-B3 



Seq. No. 
Contig ID 
5 1 -most EST 



13819 

29243_1.R1040 
awf700839751.hl 



2352 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 1 -most EST 

Seq, No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13820 

29243_2.R1040 
gsv701047628.hl 

13821 

29246_1.R1040 
zsg701119988.hl 

13822 

29247_1.R1040 
LIB3051-083-Q1-K1-E8 



.R1040 

-079-P1-N1-A7 



13823 
29249_1. 
LIB3138- 
BLASTN 
g577088 
333 

0.0e+00 

477 

92 

P. sativum mRNA for ribosomal protein LI 
13824 

29249_2.R1040 

LIB3092-036-Q1-K1-E6 

BLASTN 

g577088 

190 

1.0e-102 

322 

90 

P. sativum mRNA for ribosomal protein LI 
13825 

29249_3.R1040 

LIB3170-053-Q1-K1-C9 

BLASTN 

g577088 

79 

3.0e-36 

119 

92 

P. sativum mRNA for ribosomal protein LI 
13826 

29254JL.R1040 

LIB3170-053-Q1-J1-G9 

BLASTX 

gl652475 

187 

2.0e-13 

185 

29 

(D90905) hypothetical protein [Synechocystis sp.] 



Seq. No. 



13827 



2353 



Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



29254_2.R1040 
LIB3170-053-Q1-K1-G9 

13828 

29255JL.R1040 
LIB3170-056-Q1-K1-H9 

13829 

29257JL.R1040 

jC-gmle01810012c09al 

BLASTX 

gll43711 

183 

2.0e-13 

121 

45 

(U13631) non-green plastid inner envelope membrane protein 
precursor [Brassica oleracea] 

13830 

29257_2.R1040 

uC-gmf lmins oy 0 1 0 gO 4bl 

13831 

29260_1.R1040 
jsh701068131.hl 

13832 

29261JL. R1040 
LIB3170-054-Q1-K1-B9 

13833 

29262_1.R1040 
jC-gmst02400023c06dl 

13834 

29263JL.R1040 
leu701152365.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



13835 

29268JL.R1040 

LIB3051-084-Q1-K1-D5 

BLASTX 

g4455302 

283 

4.0e-42 

237 
58 

(AL035528) putative protein [Arabidopsis thaliana] 
13836 

29268_2.R1040 
LIB3170-054-Q1-K1-D11 

13837 

29268_3.R1040 
LIB3093-009-Q1-K1-G4 



2354 



Method 


BLASTX 


NCBI GI 


g4455302 


BLAST score 


321 


E value 


2.0e-29 


Match length 


150 


% identity 


58 


NCBI Description 


(AL035528) putative 


Seq. No. 


13838 


Contig ID 


29270 1.R1040 


5' -most EST 


LIB3051-084-Q1-K1-D7 


Seq. No. 


13839 


Contig ID 


29274 1.R1040 


5' -most EST 


awf700839942.hl 


Method 


BLASTX 


NCBI GI 


g3702632 


BLAST score 


201 


E value 


3.0e-15 


Match length 


244 


% identity 


29 


NCBI Description 


(AL031824) putative 



[ Schi zos accharomyces pombe ] >gi_3 85 908 0_emb_CAA2 1 957_ 
(AL033406) putative alcohol dehydrogenase repressor protein 
[Schizosaccharomyces pombe] 



Seq. No. 


13840 


Contig ID 


29274 2.R1040 


5 '-most EST 


LIB3051-114-Q1-K1-E9 


Seq. No. 


13841 


Contig ID 


29275 1.R1040 


5 '-most EST 


LIB3170-055-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3193286 


BLAST score 


231 


E value 


4.0e-19 


Match length 


91 


% identity 


54 


NCBI Description 


(AF069298) T14P8.22 gene product [Arabidopsis 


Seq. No. 


13842 


Contig ID 


29276 1.R1040 


5* -most EST 


LIB3139-109-P1-N1-G2 


Method 


BLASTX 


NCBI GI 


g4204268 


BLAST score 


632 


E value 


6.0e-66 


Match length 


169 


% identity 


80 


NCBI Description 


(AC005223) 62134 [Arabidopsis thaliana] 


Seq. No. 


13843 


Contig ID 


29279 1.R1040 


5 '-most EST 


zsg701127441.hl 


Seq. No. 


13844 



2355 



Contig ID 
5' -most EST 



29281JL.R1040 
zhf700964740.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13845 

29283JL.R1040 
LIB3051-084-Q1-K1-H2 

13846 

29284_1.R1040 

LIB3051-084-Q1-K1-H3 

BLASTX 

g4432835 

407 

1.0e-39 

131 

57 

(AC006283) unknown protein [Arabidopsis thaliana] 
13847 

29288_1.R1040 

LIB3170-056-Q1-K1-G10 

BLASTN 

gl218003 

53 

8.0e-21 

53 
100 

Glycine max dynamin-like protein SDL5A mRNA, complete cds 
13848 

29290JL.R1040 

LIB3170-086-Q1-K1-E5 

BLASTX 

g3763916 

198 

5.0e-15 

130 
36 

(AC004450) unknown protein [Arabidopsis thaliana] 
>gi_4531439_gb_AAD22124.1_AC006224_6 (AC006224) unknown 
protein [Arabidopsis thaliana] 

13849 

29291_1.R1040 
LIB3051-085-Q1-K1-A5 

13850 

29304_1.R1040 

LIB3051-085-Q1-K1-C8 

BLASTX 

g2565010 

177 

6.0e-13 

78 

47 

(AC002983) putative microf ibril-associated protein 
[Arabidopsis thaliana] >gi_3377811 (AF076275) contains 



2356 



similarity to ATP synthase B/B 1 (Pfam: 
score: 11.71) [Arabidopsis thaliana] 



ATP- synt_B . hmm, 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 ¥ -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



13851 

29304_2.R1040 

awf700838279.hl 

BLASTX 

g2565010 

265 

4.0e-23 

98 
54 

(AC002983) putative microf ibril-associated protein 
[Arabidopsis thaliana] >gi_3377811 (AF076275) contains 
similarity to ATP synthase B/B 1 (Pfam: ATP-synt_B.hmm, 
score: 11.71) [Arabidopsis thaliana] 

13852 

29305_1.R1040 
LIB3170-054-Q1-K1-C10 

13853 

29306JL.R1040 

LIB3051-085-Q1-K1-D1 

BLASTX 

g2911076 

314 

9.0e-29 

90 

68 

(AL021960) putative protein [Arabidopsis thaliana] 
13854 

29307__1.R1040 
epx701106025.hl 

13855 

29308JL.R1040 
LIB3051-085-Q1-K1-D2 

13856 

29316_1.R1040 

uxk700670374.hl 

BLASTX 

g3025276 

207 

3.0e-16 

226 

34 

HYPOTHETICAL 62.8 KD PROTEIN IN SSE1-CAR1 INTERGENIC REGION 

>gi 2132982_pir S62012 probable membrane protein YPL109c - 

yeast (Saccharomyces cerevisiae) >gi_1163104 (U43503) 
Lphl7p [Saccharomyces cerevisiae] 

13857 

29316_2.R1040 
LIB3051-08 5-Q1-K1-F7 



2357 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



13858 

29317JL.R1040 
LIB3170-054-Q1-K1-H10 

13859 

29318_1.R1040 
LIB3051-085-Q1-K1-G1 

13860 

29321JL.R1040 

jC-gmfl02220106g09dl 

BLASTX 

g4006850 

247 

8.0e-21 
102 

67 u i . 

(Z99707) cytochrome like protein [Arabidopsis thalxana] 

13861 

29324_1.R1040 

crh700856289.hl 

BLASTX 

g4204295 

314 

1.0e-28 

256 
36 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

13862 

29325JL.R1040 
uC-gmflminsoy042hl2bl 

13863 

29329_1.R1040 
LIB3170-056-Q1-K1-H11 

13864 

29334_1.R1040 

hyd700726082.hl 

BLASTX 

g4263784 

315 

8.0e-29 

78 

74 

(AC006068) putative glycogenin-2 protein [Arabidopsis 
thaliana] 

13865 

29334_2.R1040 

LIB3170-047-Q1-J1-H4 

BLASTX 

g2245015 



2358 



€1 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



186 

5.0e-14 

53 
68 

(Z97341) unnamed protein product [Arabidopsis thaliana] 
13866 

29338_1.R1040 

pmv700888814.hl 

BLASTX 

g4432846 

304 

2.0e-27 

203 

41 

(AC006283) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



13867 

29339JL.R1040 
LIB3051-086-Q1-K1-B9 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13868 

29340_1.R1040 

LIB3170-054-Q1-K1-H11 

BLASTX 

g2191136 

179 

6.0e-13 

142 

35 

(AF007269) Similar to UTP-Glucose Glucosyltransferase; 
coded for by A. thaliana cDNA T4 6230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H762 90 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 



13869 

29341^1. R1040 

uC-gmropic035bl0bl 

BLASTX 

g3004662 

149 

4.0e-09 

77 

43 

(AF017777) small optic lobes 
13870 

29342J..R1G40 
LIB3051-086-Q1-K1-C7 



[Drosophila melanogaster] 



Seq. No. 
Contig ID 
5' -most EST 



13871 

29345JL.R1040 
LIB3051-086-Q1-K1-D2 



Seq. No. 
Contig ID 
5* -most EST 



13872 

29352JL.R1040 
uxk700669128.hl 



2359 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!723832 

210 

3.0e-16 

102 
37 

HYPOTHETICAL 15.9 KD PROTEIN IN OLEl-DUPl INTERGENIC REGION 

>gi_2132531_pir S64058 probable membrane protein YGL054c - 

yeast {Saccharomyces cerevisiae) >gi_1322550_emb_CAA967 56__ 
(Z72576) ORF YGL054c [Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



13873 

29356J..R1040 
LIB3051-086-Q1-K1-F2 

13874 

29357_1.R1040 

wrg700787566.hl 

BLASTX 

g4038043 

152 

1.0e-09 

111 
41 

(AC005936) putative DNA-binding protein [Arabidopsis 
thaliana] 

13875 

29360JL.R1040 

uC-gmflminsoy075gl0bl 

BLASTX 

gll70239 

1569 

1.0e-175 

463 

69 

FERROCHELATASE PRECURSOR { PROTOHEME FERRO-LYASE) (HEME 
SYNTHETASE) >gi_47 4 968_dbj_BAA05102_ (D26106) 
ferrochelatase [Cucumis sativus] 

13876 

29360_2.R1040 
uC-gmflminsoy070e05bl 

13877 

29364JL.R1040 

LIB3139-029-P1-N1-H9 

BLASTX 

gl946369 

262 

3.0e-32 

223 
30 

(U93215) unknown protein [Arabidopsis thaliana] 
13878 

29367 1.R1040 



2360 



5 T -most EST 



LIB3170-054-Q1-K1-C12 



Seq. No. 13879 

Contig ID 29369JL.R1040 

5'-most EST LIB3051-086-Q1-K1-H9 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13880 

29371_1.R1040 

jC-gmro02910009d04al 

BLASTX 

g3763916 

213 

7.0e-17 

123 
38 

(AC004450) unknown protein [Arabidopsis thaliana] 
>gi_4531439_gb_AAD22124.1_AC006224_6 (AC006224) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 13881 

Contig ID 29372_1 .R1040 

5 1 -most EST LIB3170-055-Q1-K1-E12 



Seq. No. 13882 

Contig ID 29374JL.R1040 

5 T -most EST uC-gmrominsoyl80g04bl 

Method BLASTX 

NCBI GI g4510346 

BLAST score 935 

E value l.Oe-111 

Match length 269 

% identity 78 , ^ , 

NCBI Description (AC006921) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 13883 

Contig ID 29374_2 . R1040 

5'-most EST LIB3051-087-Q1-K1-B1 

Method BLASTX 

NCBI GI g4510346 

BLAST score 146 

E value 3.0e-09 

Match length 39 

% identity 69 , . , . t i 

NCBI Description (AC006921) hypothetical protein [Arabidopsis thalianaj 



Seq. No. 13884 

Contig ID 29377JL.R1040 

5' -most EST LIB3051-087-Q1-K1-B9 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



13885 

29379JL.R1040 

epx701110447.hl 

BLASTX 

g4376650 

390 

2.0e-37 

182 



2361 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 



44 

(AE001621) GcpE Protein [Chlamydia pneumoniae] 
13886 

29379_2.R1040 
jC-gmro02910050h07dl 

13887 

29380JL.R1040 

LIB3093-013-Q1-K1-D11 

BLASTX 

g3510253 

334 

7.0e-31 

156 

65 

(AC005310) hypothetical protein [Arabidopsis thaliana] 
13888 

29384JL.R1040 

LIB3107-053-Q1-K1-G4 

BLASTX 

g4567250 

212 

2.0e-16 

95 

43 

(AC007070) hypothetical protein [Arabidopsis thaliana] 
13889 

29387_1.R1040 
LIB3051-087-Q1-K1-E3 

13890 

29396J..R1040 
LIB3051-087-Q1-K1-G10 

13891 

29402_1.R1040 

uC-gmrominsoy210c03bl 

BLASTX 

g2673918 

350 

2.0e-32 

410 

32 

(AC002561) unknwon protein [Arabidopsis thaliana] 
13892 

29407JL.R1040 
LIB3107-054-Q1-K1-B2 

13893 

29408_1. R1040 
LIB3170-058-Q1-K1-E1 



Seq. No. 



13894 



2362 



Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5' -most EST 

Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



29408_2.R1040 
LIB3087-006-Q1-K1-C1 



13895 

29410_1.R1040 

vwf700675915.hl 

BLASTX 

g3183285 

472 

2.0e-47 

272 

45 

HYPOTHETICAL 54 
>gi 1742787_dbj 



4 KD PROTEIN IN AROH-NLPC INTERGENIC REGION 
BAA15475_ (D90813) ORF_ID: o322#7; similar 
to [SwissProt Accession Number Q06373] [Escherichia coli] 
>gi_1787999 (AE000266) orf, hypothetical protein 
[Escherichia coli] 

13896 

29411_1.R1040 
uC-gmflminsoy079dllbl 

13897 

29412_1.R1040 
g5753250 

13898 

29414JL.R1040 
LIB3170-060-Q1-K1-A2 

13899 

29414_2.R1040 
hyd700727356.hl 

13900 

29417_1.R1040 
uaw700664741.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



13901 

29417_2.R1040 
jC-gmst02400020a07al 

13902 

29418JL.R1040 
LIB3051-088-Q1-K1-D12 

13903 

29421JL.R1040 
seb700651666.hl 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



13904 

29422JL.R1040 

LIB3109-003-Q1-K1-F5 

BLASTX 

g3860262 

966 

1.0e-105 



2363 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



257 
70 

(AC005824) unknown protein [Arabidopsis thaliana] 
13905 

29424_1.R1040 

zhf700951982.hl 

BLASTX 

g3202042 

360 

6.0e-34 

146 

58 

(AF069324) 26S proteasome regulatory subunit S5A 
[Mesembryanthemum crystallinum] 

13906 

29424_2.R1040 

fC-gmse700670286al 

BLASTN 

g3202041 

46 

1.0e-16 

110 
85 

Mesembryanthemum crystallinum 26S proteasome regulatory 
subunit S5A mRNA, complete cds 



Seq. No. 


13907 


Contig ID 


29425 1.R1040 


5' -most EST 


jC-gmfl02220051c05al 


Method 


BLASTX 


NCBI GI 


g4512707 


BLAST score 


1200 


E value 


1.0e-132 


Match length 


318 


% identity 


74 


NCBI Description 


(AC006569) hypothetical ; 


Seq. No. 


13908 


Contig ID 


29425 2.R1040 


5' -most EST 


dpv701103688.hl 


Method 


BLASTX 


NCBI GI 


g4512707 


BLAST score 


170 


E value 


3.0e-12 


Match length 


36 


% identity 


94 


NCBI Description 


(AC006569) hypothetical 


Seq. No. 


13909 


Contig ID 


29426 1.R1040 


5 '-most EST 


LIB3051-088-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g4580469 


BLAST score 


162 


E value 


5.0e-ll 



2364 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



88 
50 

(AC006081) 
thaliana] 



putative sine finger protein [Arabidopsis 



13910 

29434_1.R1040 
jC-gmf 10222 0058g04al 

13911 

29434_3.R1040 
sat701007136.hl 



Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



13912 

29436JL.R1040 
xpa700793082.hl 

13913 

29436_2.R1040 
sat701011049.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5' -most EST 



13914 

29438_1.R1040 

jC-gmfl02220056h06al 

BLASTX 

g3702333 

551 

3.0e-56 

166 

68 

(AC005397) hypothetical protein [Arabidopsis thaliana] 



13915 

29446JL.R1040 

LIB3051-090-Q1-K1-A11 

BLASTX 

g421953 

201 

2.0e-15 

59 

68 

hypothetical protein 2 
>gi_2 1 4 3 2__emb_CAA3 6 6 1 4_ 



■ potato transposon Tstl 
(X52387) ORF2 [Solanum tuberosum] 



13916 

29452JL.R1040 
LIB3170-059-Q1-K1-F7 

13917 

29459_1.R1040 
gsv701051562.hl 

13918 

29460JL.R1040 
LIB3051-113-Q1-K1-C5 



Seq. No. 



13919 



2365 



# # 



Contig ID 


29464 1.R1040 


5 '-most EST 


LIB3051-090-Q1-K1-D9 


Seq. No. 


13920 


Contig ID 


29472_1.R1040 


5' -most EST 


uC-gmrominsoy320d01bl 


Method 


BLASTX 


NCBI GI 


g4314357 


DliftOI O L/ -L " 


-L O *i 


E value 


2.0e-13 


Match length 


113 


% identity 


21 


NCBI Description 


(AC006340) putative nucleic acid binding protein 




[Arabidopsis thaliana] 


Seq. No. 


13921 


Contig ID 


29473 1.R1040 


5' -most EST 


LIB3093-035-Q1-K1-A4 


Method 


BLASTN 






BLAST score 


83 


E value 


2.0e-38 


Match length 


261 


■6 iaeni.n,y 


0 3 


NCBI Description 


Glycine max G-box binding factor (GBF2B) mRNA, 3" end 


Seq. No. 


13922 


uoncig xu 


<c y ft / o x . kxu ^ u 


5 '-most EST 


LIB3051-090-Q1-K1-H5 


Seq. No. 


13923 


UOutly XU 




5 '-most EST 


zhf 700953227. hi 


Seq. No. 


13924 


^oncig xu 




5' -most EST 


jex700908603.hl 


Seq. No. 


13925 


oorvcxg xu 




5' -most EST 


LIB3051-091-Q1-K1-A8 


Seq. No. 


13926 


L-Olluxy XU 


9Q48^ 1 PI C\AC\ 


5 % -most EST 


LIB3051-091-Q1-K1-B12 


Seq. No. 


13927 


uoncig xu 


o q a qq i oi ri/in 
^y4oo 1.K1U4U 


5 '-most EST 


LIB3051-091-Q1-K1-C3 


Seq. No. 


13928 


Contig ID 


29489 1.R1040 


5' -most EST 


LIB3051-091-Q1-K1-C5 


Seq. No. 


13929 


Contig ID 


29489 2.R1040 


5 '-most EST 


LIB3093-014-Q1-K1-F1 



2366 



Seq. No. 
Contig ID 
5' -most EST 



13930 

29489_3.R1040 
zzp700834613.hl 



Seq. No. 


13931 


Contig ID 


29496_1.R1040 


5 r -most EST 


zhf700959670.hl 


Seq. No. 


13932 


Contig ID 


29500JL.R1040 


5 '-most EST 


LIB3051-091-Q1-K1-F9 


Seq. No. 


13933 


Contig ID 


29509 1.R1040 


5 '-most EST 


LIB3170-04 6-Q1-J1-D3 


Method. 


BLASTX 


NCBI GI 


g2828289 


BLAST score 


505 


E value 


5.0e-54 


Match length 


200 


% identity 


50 


NCBI Description 


(AL021687) hypothetical protein [Arabidopsis thaliana] 






Contig ID 


29514 1.R1040 


5' -most EST 


LIB3051-092-Q1-K1-C6 






Contig ID 


29516 1.R1040 


5' -most EST 


LIB3051-092-Q1-K1-D7 


Seq. No. 


13936 


Contig ID 


29520 1.R1040 


5' -most EST 


LIB3170-059-Q1-K1-C10 


Seq. No. 


13937 


Contig ID 


29522 1.R1040 


5 '-most EST 


LIB3170-058-Q1-K1-D5 


Seq. No. 


13938 


Contig ID 


29522 2.R1040 


5' -most EST 


jC-gmro02800040c07al 


Method 


BLASTX 


NCBI GI 


g2244898 


BLAST score 


604 


E value 


1.0e-62 


Match length 


184 


% identity 


61 


NCBI Description 


(Z97338) strong similarity to protein phosphatase 2A 




regulatory chain, 74K [Arabidopsis thaliana] 


Seq. No. 


13939 


Contig ID 


29531 1.R1040 


5 '-most EST 


wvk700683473.hl 


Method 


BLASTX 


NCBI GI 


g4490756 



2367 



CI 



BLAST score 299 

E value 1.0e-26 

Match length 141 

% identity 43 

NCBI Description (AL035708) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 


13940 

29531 2.R1040 
trc700566049.hl 






Seq. No. 
Contig ID 
5 '-most EST 


13941 

29533 1.R1040 
kll701211907.hl 






Seq. No. 
Contig ID 
5 '-most EST 


13942 

29536 1.R1040 
LIB3051-093-Q1- 


Kl 


-A8 


Seq. No. 
Contig ID 
5 '-most EST 


13943 

29537 1.R1040 
LIB3051-093-Q1- 


Kl 


-A9 


Seq. No. 

Contig ID 
5 '-most EST 


13944 

29544 1.R1040 
LIB3051-093-Q1- 


Kl 


-C4 


Seq. No. 
Contig ID 
5 '-most EST 


13945 

29545 1.R1040 
jsh701070241.hl 






Seq. No. 
Contig ID 
5' -most EST 


13946 

29548 1.R1040 
LIB3051-103-Q1- 


Kl 


-A3 


Seq. No. 
Contig ID 
5' -most EST 


13947 

29550 1.R1040 
LIB3107-034-Q1- 


Kl 


-F6 


Seq. No. 
Contig ID 
5 '-most EST 


13948 

29553 1.R1040 
LIB3170-057-Q1- 


Kl 


-G6 


Seq. No. 
Contig ID 
5 '-most EST 


13949 

29559 1.R1040 
LIB3170-058-Q1- 


Kl 


-C6 


Seq. No. 
Contig ID 
5 '-most EST 


13950 

29562 1.R1040 
LIB3106-114-Q1- 


Kl 


-E6 


Seq. No. 
Contig ID 
5' -most EST 


13951 

29562 2.R1040 
xpa700793009.hl 






Seq. No. 
Contig ID 
5' -most EST 


13952 

29562 3.R1040 
zsg701119507.hl 







2368 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
, E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 



13953 

29562_4.R1040 
epx701104354.hl 

13954 

29563_1.R1040 
LIB3051-093-Q1-K1-H1 

13955 

29566_1.R1040 
sat701009552.hl 

13956 

29566_2.R1040 
epx701108383.hl 

13957 

29566_3.R1040 
asn701135822.hl 

13958 

29567JL.R1040 
LIB3092-020-Q1-K1-F8 

13959 

29568_1.R1040 
LIB3051-094-Q1-K1-B1 

13960 

29578_1.R1040 
LIB3051-094-Q1-K1-E10 

BLASTX 
g3786012 
362 

2.0e-34 
126 
5 6 

(AC005499) putative acid phosphatase [Arabidopsis thaliana] 
13961 

29580JL.R1040 
uC-gmronoir013a01bl 

13962 

29580_2.R1040 
LIB3138-095-Q1-N1-H11 
BLASTX 
g2632254 
616 

5.0e-64 
146 
80 

(Y12465) serine/threonine kinase [Sorghum bicolorj 
13963 

29581 1.R1040 



2369 



5' -most EST 



LIB3051-094-QI-K1-F1 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



13964 

29582_1.R1040 
LIB3051-094-Q1-K1-F3 

13965 

29588_1.R1040 
LIB3051-094-Q1-K1-G8 

13966 

29588_2.R1040 
zzp700834515.hl 

13967 

29595_1.R1040 
rca700997548.hl 

13968 

29596_1.R1040 
LIB3051-095-Q1-K1-B8 

13969 

29597JL.R1040 
LIB3051-095-Q1-K1-C10 

BLASTX 

g3878874 

181 

3.0e-13 

82 

43 

(Z69793) R03A10.3 [Caenorhabditis elegans] 
13970 

29598JL.R1040 
LIB3170-058-Q1-K1-E8 

13971 

29599JL.R1040 
kll701206533.hl 

13972 

29600JL.R1040 
LIB3170-058-Q1-J1-C4 

13973 

29601JL.R1040 

LIB3051-095-Q1-K1-D11 

BLASTX 

g3894168 

210 

2.0e-16 
119 
33 

(AC005312) 
thaliana] 



similar to phloem-specific lectin [Arabidopsis 



2370 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



13974 

29607_1.R1040 

LIB3051-095-Q1-K1-E6 

BLASTX 

g3608144 

169 

2.0e-12 

52 

65 

(AC005314) unknown protein [Arabidopsis thalxana] 
13975 

29609_1.R1040 
LIB3051-095-Q1-K1-F10 



Seq. No. 
Contig ID 
5' -most EST 



13976 

29610_1.R1040 
LIB3170-057-Q1-K1-C9 



Seq. No. 
Contig ID 
5 '-most EST 



13977 

29610_2.R1040 
asn701135788.hl 



Seq. No. 
Contig ID 
5 '-most EST 



13978 

29614_1.R1040 
LIB3107-065-Q1-K1-A1 



Seq. No. 

Contig ID 
5 '-most EST 



13979 

29623_1.R1040 
LIB3051-096-Q1-K1-B2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13980 

29626_1.R1040 

kmv700742908.hl 

BLASTX 

g2760832 

298 

7.0e-27 

108 

62 

(AC003105) similar to barley ids-4 gene product 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



13981 

29627_1.R1040 
zzp700830252.hl 



Seq. No. 
Contig ID 
5 '-most EST 



13982 

29631_1.R1040 
jC-gmro0291004 6f06al 



Seq. No. 
Contig ID 
5' -most EST 



13983 

29632JL.R1040 
LIB3170-057-Q1-K1-C10 



Seq. No. 

Contig ID 



13984 

29637 1.R1040 



2371 



5' -most EST 



ssr700555259.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



13985 

29640_1.R1040 

LIB3139-013-P1-N1-C5 

BLASTX 

g3757522 

590 

1.0e-60 

250 

56 , 
(AC005167) putative splicing factor [Arabidopsis thaliana J 

13986 

29646_1.R1040 
asn701137687.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



13987 

29654_1.R1040 

LIB3051-100-Q1-K1-A12 

BLASTX 

g481812 

249 

3.0e-21 

80 
64 

DNA-binding protein GT-2 
>gi_4 164 9 0_emb_CAA5 1 2 8 9_ 
thaliana] 



- Arabidopsis thaliana 

(X72780) GT-2 factor [Arabidopsis 



Seq. No. 

Contig ID 
5' -most EST 



13988 

29655_1.R1040 
uC-gmronoir004b04bl 



Seq. No. 
Contig ID 
5' -most EST 



13989 

29661JL.R1040 
uC-gmropic006cl0bl 



Seq. No. 
Contig ID 
5 '-most EST 



13990 

29668_1.R1040 
LIB3107-066-Q1-K1-G4 



Seq. No. 

Contig ID 
5' -most EST 



13991 

29668_3.R1040 
LIB3051-101-Q1-K1-A7 



Seq. No. 
Contig ID 
5' -most EST 



13992 

29670_1.R1040 
LIB3139-023-P1-N1-D12 



Seq. No. 
Contig ID 
5 f -most EST 



13993 

29673_1.R1040 
LIB3170-064-Q1-K1-F2 



Seq. No. 

Contig ID 
5 '-most EST 



13994 

29673_2.R1040 
LIB3092-006-Q1-K1-E1 



2372 



Metnoct 




NCBI GI 


g2245061 


BLAST score 


681 


E value 


. ue / 1 


Match length 




% identity 


67 


NCBI Description 


(Z97342) Clp proteinase homolog [Arabidopsis thaliana] 


Seq. No. 


1 OQQC 

13995 


Contig ID 


zy tD / b 1 . K1U4U 


5 -most EST 


3 c— gmxeu lo luuiugu oax 


Seq. No. 


i oyyo 


Contig ID 


Zyv 1 / 1.K1U4U 


o -most Jtioi 


LIDjUjI 1UJ. ^X rvx Liu 


Method 


T3T 7\ c m V 


NCBI GI 


g2760843 


BLAST score 


295 


E value 


i . ue-z d 


Match length 




% identity 


58 


NCBI Description 


(AC003105) unknown protein [Arabidopsis thaliana] 


Seq. No. 




Contig ID 


oq^tq i Din/in 


5" -most EST 


jC-gmroUzyiuuuocuyai 


Seq. No. 


1 O A A O 

13998 


Contig ID 


2 9682 1.R1U4U 


o -most bbl 




Method 


BLAb lA 


NCBI GI 


g4490735 


BLAST score 


480 


E value 


4i . ue ft o 


Match length 


IOC 

lib 


% identity 


65 


NCBI Description 


(AL035708) putative protein [Arabidopsis thaliana] 


Seq. No. 


13999 


Contig ID 


on^on i mn^n 

^ybby 1.K1U4U 


5 '-most EST 


LIBouDO-U^O-yl-Nl-r o 


Seq. No. 


14UUU 


Contig ID 


OQ/TQC T nl A/in 


b -most hbi 


uxk /uuoo/ioz.ni 


Method 


BLASTX 


NCBI GI 


g4454026 


BLAST score 


601 


E value 


3 . Ue-oz 


Match length 


173 


% identity 


69 


NCBI Description 


(AL035394) phosphatase like protein LAraoiaopsis tnai - 


Seq. No. 


14001 


Contig ID 


29695 2.R1040 


5' -most EST 


jC-gmro02910063clldl 


Method 


BLASTX 



2373 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



g4454026 
297 

8.0e-27 

69 

78 

(AL035394) 



phosphatase like protein [Arabidopsis thaliana] 



14002 

29703JL.R1040 
LIB3170-061-Q1-K2-F3 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



14003 

29710_1.R1040 
LIB3051-102-Q1-K1-D7 

14004 

29713J..R1040 
fC-gmse700671032zl 

14005 

29724_1.R1040 
LIB3051-102-Q1-K1-H7 

14006 

29726JL.R1040 

LIB3139-016-P1-N1-G11 

BLASTX 

g3915436 

205 

4.0e-18 

148 

45 

HYPOTHETICAL 53.4 KD PROTEIN IN PRP9-NAT1 INTERGENIC REGION 

>gi_2131316_pir S67569 hypothetical protein YDL036c - 

yeast (Saccharomyces cerevisiae) >gi_1279680__emb_CAA96453_ 

(Z71781) unknown [Saccharomyces cerevisiae] 
>gi_1431018_emb_CAA98595_ (Z74084) ORF YDL036c 

[Saccharomyces cerevisiae] 

14007 

29727_1.R1040 
LIB3170-064-Q1-K1-A4 

14008 

29736_1.R1040 

zhf700964761.hl 

BLASTX 

g4105269 

243 

2.0e-20 

123 

43 

(AF044574) putative peroxisomal 2, 4-dienoyl-CoA reductase 
[Rattus norvegicus] 

14009 

29736 2.R1040 



2374 



5 '-most EST 


wvk700682265.hl 




Seq. No. 
Contig ID 
5 '-most EST 


14010 

29739 1.R1040 
LIB3051-103-Q1-K1- 


-C2 


Seq. No. 

Contig ID 
5 '-most EST 


14011 

29740 1.R1040 
LIB3170-061-Q1-K2- 


-D4 


Seq. No. 
Contig ID 
5 '-most EST 


14012 

29741 1.R1040 
LIB3170-064-Q1-K1- 


-E4 


Seq. No. 
Contig ID 
5 '-most EST 


14013 

29744 1.R1040 
LIB3093-044-Q1-K1- 


-D5 


Seq. No. 
Contig ID 
5' -most EST 


14014 

29746 1.R1040 
awf700843306.hl 




Seq. No. 

Contig ID 
5' -most EST 


14015 

29748 1.R1040 
LIB3051-103-Q1-K1- 


-F10 


Seq. No. 
Contig ID 
5 '-most EST 


14016 

29757_1.R1040 
uC-gmflminsoy044g03bl 


Seq. No. 
Contig ID 
5' -most EST 


14017 

29763 1.R1040 
LIB3051-104-Q1-K1 


-A7 


Seq. No. 
Contig ID 
5 '-most EST 


14018 

29763 2.R1040 
uaw700661059.hl 




Seq. No. 
Contig ID 
5 '-most EST 

Meal - }"! nH 

NCBI GI 
BLAST score 
E value 
Match length 
% identity 


14019 

29780 1.R1040 

fC-gmle700558924f2 

BLASTX 

g4262225 

421 

2.0e-41 

132 

57 



NCBI Description 



(AC006200) putative phosphatidic acid phosphatase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



14020 

29780_2.R1040 

LIB3051-104-Q1-K1-F8 

BLASTX 

g4262225 

311 

1.0e-28 



2375 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 



130 
47 

(AC006200) putative phosphatidic acid phosphatase 
[Arabidopsis thaliana] 

14021 

29781_1.R1040 
jC-gmle01810021c03al 

14022 

29785_1.R1040 
LIB3051-106-Q1-K1-B4 



Seq. No. 
Contig ID 
5 '-most EST 



14023 

29803_1.R1040 
LIB3170-064-Q1-K1-H6 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14024 

29805_1.R1040 
uC-gmropic034h05bl 

14025 

29807JL.R1040 

g5057992 

BLASTX 

g2739385 

657 

9.0e-94 

262 
69 

(AC002505) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



14026 

29808_1.R1040 
LIB3051-105-Q1-K1-D10 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14027 

29810_1.R1040 
uC-gmflminsoyll7d01bl 

14028 

29818_1.R1040 

zhf700962609.hl 

BLASTX 

g3152572 

341 

2.0e-31 

292 

44 

(AC002986) Contains homology to DNAJ heatshock protein 
gb__U32803 from Haemophilus influenzae. [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



14029 

29825__1.R1040 
LIB3170-064-Q1-K1-B7 



2376 



o 



Seq. No. 14030 

Contig ID 29830_1 . R1040 

5 '-most EST pxt700943809 . hi 

Method BLASTX 

NCBI GI g4455159 

BLAST score 229 

E value 1.0e-18 

Match length 76 

% identity 59 

NCBI Description (AL021687) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST" 


14031 

29832 1.R104 0 
g5342427 






Seq. No. 
Contig ID 
5 '-most EST 


14032 

29833 1.R1040 
LIB3170-061-Q1- 


K2- 


-F7 


Seq. No. 
Contig ID 
5' -most EST 


14033 

29837 1.R1040 
LIB3051-106-Q1- 


Kl- 


-Bll 


Seq. No. 
Contig ID 
5 '-most EST 


14034 

29838 1.R1040 
ssr700559171.hl 




Seq. No. 
Contig ID 
5 '-most EST 


14035 

29840 1.R1040 
LIB3138-055-Q1- 


Nl 


-C9 


Seq. No. 
Contig ID 
5 '-most EST 


14036 

29840 2.R1040 
ncj700985914.hl 




Seq. No. 
Contig ID 
5' -most EST 


14037 

29842 1.R1040 
LIB3051-106-Q1- 


Kl 


-C10 


Seq. No. 

Contig ID 
5 '-most EST 


14038 

29844 1.R1040 
LIB3051-106-Q1- 


Kl 


-C2 


Seq. No. 
Contig ID 
5 '-most EST 


14039 

29845 1.R1040 
LIB3170-062-Q1- 


Kl 


-C7 


Seq. No. 

Contig ID 
5 '-most EST 


14040 

29846 1.R1040 
LIB3051-106-Q1- 


■Kl 


-D10 


Seq. No. 

Contig ID 
5 '-most EST 


14041 

29847__1.R1040 
uC-gmropic059h06bl 


Seq. No. 


14042 







2377 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29855JL.R1040 

fua701042683.hl 

BLASTX 

g2623297 

527 

4.0e-53 

299 
42 

(AC002409) unknown protein [Arabidopsis thaliana] 
>gi_3790583 (AF079180) RING-H2 finger protein RHCla 
[Arabidopsis thaliana] 



Seq. No. 


14043 


Contig ID 


29855 2.R1040 


5 T -most EST 


uC-gmflmmsoy099b03bl 


Seq. No. 


14044 


Contig ID 


29857JL.R1040 


5' -most EST 


LIB3051-106-Q1-K1-G2 




14045 


Contig ID 


29860 1.R1040 


5' -most EST 


hyd700728963.hl 


oeq* iNu . 


14046 


Contig ID 


29861 1.R1040 


5 '-most EST 


LIB3051-106-Q1-K1-H11 


JC<^t IN \J . 


14047 


Contig ID 


29863 1.R1040 


5 '-most EST 


g5606043 


Method 


BLASTX 


NCBI GI 


g4510354 


BLAST score 


258 


E value 


5.0e-22 


Match length 


155 


% identity 


46 


NCBI Description 


(AC006921) unknown protein 


Seq. No. 


14048 


Contig ID 


29865 1.R1040 


5 '-most EST 


LIB3051-106-Q1-K1-H6 


Seq. No. 


14049 


Contig ID 


29872 1.R1040 


5 '-most EST 


xpa700792592.hl 


Seq. No. 


14050 


Contig ID 


29878 1.R1040 


5 '-most EST 


LIB3051-107-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g4455335 


BLAST score 


566 


E value 


2.0e-58 


Match length 


160 


% identity 


27 


NCBI Description 


(AL035525) putative protein 



2378 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



14051 

29887_1.R1040 

LIB3051-107-Q1-K1-F11 

BLASTX 

g4512666 

322 

7.0e-30 

124 

34 

(AC006931) putative mei2 protein [Arabidopsis thaliana] 
14052 

29888_1.R1040 

bth700845386.hl 

BLASTX 

g4262241 

470 

1.0e-46 

163 

64 

(AC006200) unknown protein [Arabidopsis thaliana] 
14053 

29889_1.R1040 
awf 700836974. hi 



Seq. No. 
Contig ID 
5' -most EST 



14054 

29892_1.R1040 
LIB3051-107-Q1-K1-H10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14055 

29901_1.R1040 

V4L-02-Q1-B1-D11 

BLASTX 

g3250675 

1519 

1.0e-169 

503 
63 

(AL024486) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



14056 

29901_2.R1040 
fC-gmst700661765d3 



Seq. No. 

Contig ID 
5 '-most EST 



14057 

29901_4.R1040 
pxt700941325.hl 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



14058 

29903__1.R1040 

wvk700680036.h2 

BLASTX 

g2583126 

150 

1.0e-17 



2379 



Match length 

% identity 

NCBI Description 



102 
68 

(AC002387) putative DNA repair protein 
thaliana] 



(RAD57) [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



14059 

29903_2.R1040 

LIB3093-009-Q1-K1-C7 

BLASTX 

g2583126 

229 

5.0e-19 

108 

51 

(AC002387) putative DNA repair protein (RAD57) [Arabidopsis 
thaliana] 

14060 

29905_1.R1040 
zhf 700962367. hi 

14061 

29910_1.R1040 
LIB3109-019-Q1-K1-A3 

14062 

29914JL.R1040 
LIB3106-056-Q1-K1-G2 

14063 

29917J..R1040 
LIB3051-108-Q1-K1-F10 

14064 

29918_1.R1040 
kll701204362.h2 

14065 

29919_1.R1040 
LIB3051-108-Q1-K1-F5 

14066 

29921JL.R1040 

fC-gmst700662670fl 

BLASTX 

g3805760 

217 

2.0e-17 

94 

55 

(AC005693) unknown protein [Arabidopsis thaliana] 
14067 

29921_2.R1040 
gsv701052918.hl 



Seq. No. 



14068 



2380 



Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



29921_3.R1040 
uaw700664809.hl 

14069 

29922JL. R1040 

LIB3051-108-Q1-K1-G10 

BLASTX 

g3757522 

148 

2.0e-09 

43 

63 

(AC005167) putative splicing factor [Arabidopsis thaliana] 
14070 

29924_1.R1040 

zhf700956251-hl 

BLASTX 

g4455293 

261 

3.0e-22 

61 

85 

(AL035528) putative protein [Arabidopsis thaliana] 
14071 

29924_2.R1040 

gsv701053640.hl 

BLASTX 

g4455293 

248 

4.0e-34 

229 

44 

(AL035528) putative protein [Arabidopsis thaliana] 
14072 

29924_3.R1040 

jC-gmst02400044h05al 

BLASTX 

g4455293 

154 

5.0e-10 

32 

88 

(AL035528) putative protein [Arabidopsis thaliana] 
14073 

29925__1.R1040 
jsh701067609.hl 

14074 

29928_1.R1040 
LIB3051-108-Q1-K1-H2 

14075 

29929 1.R1040 



2381 



5 T -most EST 



LIB3170-061-Q1-J1-E10 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



14076 

29930JL.R1040 
LIB3051-108-Q1-K1-H6 

14077 

29933JL.R1040 
LIB3170-061-Q1-K2-G10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



14078 

29938_1.R1040 

smc700745368.hl 

BLASTX 

g2642158 

674 

1.0e-70 

162 
75 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
14079 

29938_2.R1040 

jsh701065776.hl 

BLASTX 

g2642158 

460 

1.0e-45 

110 
74 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
14080 

29938_3.R1040 

zhf700955287.hl 

BLASTX 

g2642158 

211 

1.0e-16 

58 

66 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
14081 

29944_1.R1040 
LIB3051-109-Q1-K1-C10 

14082 

29947JL.R1040 
uC-gmrominsoy028e04bl 

14083 

29950_1.R1040 
pst700645864.hl 

14084 

29951 1.R1040 



2382 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 



uC-gmropicO 4 2dl lbl 

BLASTX 

g3785991 

211 

2.0e-35 

153 

58 

(AC005560) putative MAP kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14085 

29951_2.R1040 

kll701212281.hl 

BLASTX 

g4512667 

339 

5.0e-32 

92 
67 

(AC006931) putative MAP kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



14086 

29953__1.R1040 
LIB3170-064-Q1-K1-G11 



Seq. No. 
Contig ID 
5 '-most EST 



14087 

29954JL.R1040 
kl!701204392.h2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14088 

29958JL.R1040 

asn701134395.hl 

BLASTX 

g4185599 

159 

1.0e-10 

145 

35 

(AB010708) Anthocyanin 5-aromatic acyltransf erase [Gentiana 
trif lora] 



Seq. No. 
Contig ID 
5' -most EST 



14089 

29960_1.R1040 
LIB3051-109-Q1-K1-G5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14090 

29963_1.R1040 

LIB3170-064-Q1-K1-C12 

BLASTX 

g2464864 

172 

4.0e-12 

75 
30 

(Z99707) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



14091 

29966 1.R1040 



2383 



5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3051-110-Q1-K1-A5 
14092 

29969J..R1040 
LIB3051-110-Q1-K1-B12 

14093 

29971_1.R1040 
LIB3170-064-Q1-K1-E12 

14094 

29974JL.R1040 

jC-gmfl02220143a01al 

BLASTX 

g4559380 

711 

4.0e-75 

222 
61 

(AC006526) putative auxin-responsive GH3 protein 
[Arabidopsis thaliana] 

14095 

29974_2.R1040 

uxk700667953.hl 

BLASTX 

g4559380 

177 

6.0e-13 

80 
50 

(AC006526) putative auxin-responsive GH3 protein 
[Arabidopsis thaliana] 

14096 

29975JL.R1040 
LIB3051-110-Q1-K1-D5 

14097 

29978JL.R1040 

LIB3051-110-Q1-K1-D8 

BLASTX 

g4415911 

251 

2.0e-21 

70 

17 

(AC006282) putative polyA binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



14098 

29979JL.R1040 

rlr700899426.hl 

BLASTX 

g4263517 

817 

3.0e-87 



2384 



Match length 

% identity 

NCBI Description 



297 
57 

{AC004044) similar to PHZF, catalyzing the hydroxylation of 
phenazine-l-carboxylic acid to 

2-hydroxy-phenazine-l-carboxylic acid [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14099 

29979_3.R1040 

6HC-02-Q1-B1-C9 

BLASTX 

g4263517 

149 

9.0e-10 

43 

70 

(AC004044) similar to PHZF, catalyzing the hydroxylation of 
phenazine-l-carboxylic acid to 

2-hydroxy-phenazine-l-carboxylic acid [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 T -most EST 



14100 

29980_1.R1040 
LIB3051-110-Q1-K1-E4 



Seq. No. 
Contig ID 
5' -most EST 



14101 

29982JL.R1040 
LIB3051-110-Q1-K1-E6 



Seq. No. 

Contig ID 
5' -most EST 



14102 

29987JL.R1040 
LIB3106-070-P1-K1-C9 



Seq. No. 
Contig ID 
5' -most EST 



14103 

29998JL.R1040 
LIB3170-067-Q1-K1-A5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 



14104 

30006JL.R1040 

awf700841929.hl 

BLASTX 

g3643090 

405 

2.0e-39 

174 

57 

(AF075582) protein phosphatase-2C; PP2C [Mesembryanthemum 
crystallinum] 

14105 

30007_1.R1040 
epx701105122.hl 



Seq. No. 
Contig ID 
5' -most EST 



14106 

30009JL.R1040 
LIB3051-111-Q1-K1-C5 



2385 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



14107 

30011_1.R1040 
LIB3051-111-Q1-K1-D12 

14108 

30013_1.R1040 
LIB3092-049-Q1-K1-E4 

14109 

30015JL.R1040 
LIB3170-066-Q1-K1-E1 

14110 

30016JL.R1040 
LIB3170-067-Q1-K1-G1 

14111 

30017_1.R1040 
hrw701061690.hl 

14112 

30019_1.R1040 
sat701002777.h2 

14113 

30021_1.R1040 
jC-gmfl02220091f02dl 

14114 

30022JL.R1040 
dpv701100006.h2 

14115 

30027_1.R1040 
LIB3051-111-Q1-K1-G4 

14116 

30028_1.R1040 
LIB3170-054-Q1-J1-C8 

14117 

30030J.. R1040 
LIB3170-065-Q1-K1-C2 

14118 

30032JL.R1040 
LIB3170-065-Q1-K1-D2 

14119 

30033JL.R1040 
LIB3051-111-Q1-K1-H7 

14120 

30036JL.R1040 
trc700564735.hl 
BLASTX 
g3608155 



2386 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



402 

7.0e-39 

89 

81 

(AC005314) putative RNA helicase [Arabidopsis thaliana] 
14121 

30038_1.R1040 

jex700904842.hl 

BLASTX 

gl293563 

262 

2.0e-22 

197 

36 

(U49188) Diff33 gene product [Homo sapiens] 
14122 

30039_1.R1040 
LIB3051-112-Q1-K1-A8 



Seq. No. 
Contig ID 
5' -most EST 



14123 

30040JL.R1040 
kll701208452.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



14124 

30041_1.R1040 

jC-gmle01810055f07al 

BLASTX 

g3850583 

465 

2.0e-4 6 

222 

54 

(AC005278) Contains similarity to transcription initiation 
factor HE, alpha subunit gb_X63468 from Homo sapiens. 
[Arabidopsis thaliana] 

14125 

30045_1.R1040 
LIB3051-112-Q1-K1-C1 



Seq. No. 
Contig ID 
5' -most EST 



14126 

30051J..R1040 
LIB3051-112-Q1-K1-C8 



Seq. No. 
Contig ID 
5 T -most EST 



14127 

30057JL.R1040 

LIB317 0-065-Q1-K1-D3 



Seq. No. 
Contig ID 
5' -most EST 



14128 

30057_2.R1040 
uaw700662430.hl 



Seq. No. 

Contig ID 
5' -most EST 



14129 

30063_1.R1040 
LIB3051-112-Q1-K1-G2 



2387 



© 



Seq. No. 
Contig ID 
5' -most EST 



14130 

30067_1.R1040 
LIB3051-112-Q1-K1-H1 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14131 

30075JL.R1040 
LIB3051-113-Q1-K1-A4 

14132 

30077JL.R1040 

awf700836725.hl 

BLASTX 

g4185599 

144 

4.0e-13 

201 

32 

(AB010708) Anthocyanin 5-aromatic acyltransf erase [Gentiana 
triflora] 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



14133 

30078_1.R1040 
LIB3170-066-Q1-K1-B3 

14134 

30083_1.R1040 
asn701138539.hl 



Seq. No. 

Contig ID 
5' -most EST 



14135 

30085_1.R1040 
LIB3170-066-Q1-K1-F3 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



14136 

30086JL.R1040 
uC-gmrominsoy258g06bl 

14137 

30086_2.R1040 
LIB3051-113-Q1-K1-C11 

14138 

30087_1.R1040 

LIB3170-066-Q1-K1-H3 

BLASTX 

g3880609 

120 

3.0e-09 

83 

48 

(Z82081) similar to Zinc-binding dehydrogenases; cDNA EST 
EMBL:D73225 comes from this gene; cDNA EST yk489cl0.3 comes 
from this gene; cDNA EST yk437g7.3 comes from this gene; 
cDNA EST yk4 37g7.5 comes from this gene; cDNA EST yk 

14139 

30089 1.R1040 



2388 



5 T -most EST 



LIB3051-113-Q1-K1-D11 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



14140 

30094JL.R1040 
LIB3170-067-Q1-K1-A4 

14141 

30097_1.R1040 

uC-gmronoir060e03bl 

BLASTX 

gl620970 

1451 

1.0e-161 

349 

82 

(Y08887) L-lactate dehydrogenase [Lycopersicon esculentum] 
>gi_1806117__emb_CAA71611_ (Y10602) L-lactate dehydrogenase 
[Lycopersicon esculentum] 

14142 

30097_2.R1040 

uC-gmronoir062a03bl 

BLASTN 

g!67066 

84 

4.0e-39 

136 

90 

Hordeum vulgare L-lactate dehydrogenase mRNA, complete cds 
14143 

30097_4.R1040 

fC-gmle700557013r2 

BLASTX 

gl620970 

170 

4.0e-12 

48 

71 

(Y08887) L-lactate dehydrogenase [Lycopersicon esculentum] 
>gi_1806117_emb_CAA71611_ (Y10602) L-lactate dehydrogenase 
[Lycopersicon esculentum] 

14144 

30099_1.R1040 

LIB3051-113-Q1-K1-E9 

BLASTX 

g4580467 

423 

2.0e-41 

104 

72 

(AC006081) putative protein phosphatase; similar to protein 
phosphatase 2C from Mesembryanthemum [Arabidopsis thaliana] 

14145 

30100 1.R1040 



2389 



© 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmst02400049e05al 

BLASTX 

g2129473 

254 

2.0e~27 

166 

45 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 



Seq. No. 
Contig ID 
5' -most EST 



14146 

30100_2.R1040 
jC-gmst02400056c04dl 



Seq. No. 
Contig ID 
5 ! -most EST 



14147 

30101_1.R1040 
LIB3109-013-Q1-K1-F3 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14148 

30103JL.R1040 

jC-gmfl02220053b01al 

BLASTX 

g2262156 

267 

4.0e-23 

165 

37 

(AC002329) hypothetical protein with weak similarity to S. 
cerevisiae hypothetical protein PID:gl0664 93 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14149 

30109JL.R1040 

LIB3051-113-Q1-K1-G7 

BLASTN 

g531828 

35 

6.0e-10 

120 

81 

Cloning vector pSportl, complete cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14150 

30114_1.R1040 

bth700848135.hl 

BLASTX 

g2346978 

441 

2.0e-43 

179 

58 

(AB006601) ZPT2-14 



[Petunia x hybrida] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



14151 

30115_1.R1040 

LIB3170-054-Q1-J1-A7 

BLASTX 



2390 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



g3426037 
151 

1.0e-09 

75 

41 

(AC005168) 
thaliana] 



putative ABC transporter protein [Arabidopsis 



14152 

30116_1.R1040 

sat701015035.hl 

BLASTX 

g2244785 

140 

8.0e-12 

83 

49 

(Z97335) hypothetical protein [Arabidopsis thaliana] 
14153 

30119_1.R1040 
LIB3051-114-Q1-K1-B3 

14154 

30120_1.R1040 
gsv701049853.hl 

14155 

30121_1.R1040 

pcp700995455*hl 

BLASTX 

g2129753 

299 

4.0e-27 

100 

67 

threonine synthase (EC 4.2.99.2) precursor - Arabidopsis 
thaliana (fragment) >gi_1448917 (L41666) threonine synthase 
[Arabidopsis thaliana] 

14156 

30123_1.R1040 

uC-gmropic041e07bl 

BLASTX 

gl923256 

724 

1.0e-76 

196 

72 

(U86782) 26S proteasome-associated padl homolog [Homo 
sapiens] 

14157 

30124_1.R1040 

LIB3093-027-Q1-K1-B6 

BLASTX 

g2262159 



2391 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



# • 

188 

7.0e-14 

66 
55 

(AC002329) predicted protein similar to S.pombe protein 
C5H10.03 [Arabidopsis thaliana] 



14158 

30125J..R1040 

pxt700943346.hl 

BLASTX 

g2832625 

434 

9.0e-46 

121 

78 

(AL021711) putative protein 
14159 

30127JL.R1040 
LIB3170-066-Q1-K1-B5 



[Arabidopsis thaliana] 



14160 

30130JL.R1040 

LIB3139-003-P1-N1-D9 

BLASTX 

g4432825 

378 

5.0e-36 

134 

69 

(AC006593) putative SOP2p protein [Arabidopsis thaliana] 
14161 

30135JL.R1040 
LIB3051-114-Q1-K1-G10 

14162 

30135_2.R1040 
dpv701099732.hl 

14163 

30137_1.R1040 
LIB3051-114-Q1-K1-G6 

14164 

30142JL, R1040 
g5509350 

14165 

30145_1.R1040 

zhf700956842.hl 

BLASTX 

g2499703 

585 

4.0e-60 
315 

2392 



% identity 

NCBI Description 



Seq. No* 
Contig ID 
5 T -most EST 

Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



40 

PHOSPHOLIPASE Dl (PLD 1) (CHOLINE PHOSPHATASE 1) 
{ PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE Dl) 
>gi_1185463 (U38545) phospholipase Dl [Homo sapiens] 
>gi_4505873_ref_NP_002653.1_pPLDl_ phospholipase Dl, 
phophatidylcholine-specific (NOTE: redefinition of symbol) 

14166 

30145_2.R1040 
LIB3170-068-Q1-K1-F6 

14167 

30152_1.R1040 
zpv700762404.hl 

14168 

30158JL.R1040 

pxt700942684.hl 

BLASTX 

g2623297 

174 

5.0e-12 

45 

62 

(AC002409) unknown protein [Arabidopsis thaliana] 
>gi_3790583 (AF079180) RING-H2 finger protein RHCla 
[Arabidopsis thaliana] 

14169 

30158_2.R1040 
LIB3051-115-Q1-K1-D4 

14170 

30161_1.R1040 
LIB3170-068-Q1-K1-G6 



Seq. No. 
Contig ID 
5 '-most EST 



14171 

30166_1.R1040 
LIB3170-066-Q1-K1-B6 



Seq. No. 
Contig ID 
5 T -most EST 



14172 

30167_1.R1040 
fde700870847.hl 



Seq. No. 
Contig ID 
5 '-most EST 



14173 

30173_1.R1040 
ssr700560031.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



14174 

30175_1.R1040 

LIB3051-115-Q1-K1-G6 

BLASTX 

g2435518 

172 

3.0e-12 

46 

59 



2393 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



(AF024504) contains similarity to C3HC4-type zinc fingers 
[Arabidopsis thaliana] 

14175 

30177JL.R1040 

eep700866093.hl 

BLASTX 

g3414809 

217 

6.0e-17 

355 
3 

(AF061529) rjs [Mus musculus] 
14176 

30177_2.R1040 
LIB3170-081-Q1-K1-C6 



Seq. No. 
Contig ID 
■5' -most EST 



14177 

30178_1.R1040 
LIB3051-115-Q1-K1-H5 



Seq. No. 
Contig ID 
5 f -most EST 



14178 

30178_2.R1040 
LIB3109-001-Q1-K1-C8 



Seq. No. 
Contig ID 
5' -most EST 



14179 

30183_1.R1040 
fua701041016.hl 



Seq. No. 
Contig ID 
5' -most EST 



14180 

30183_2.R1040 
LIB3087-009-Q1-K1-A2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14181 

30184_1.R1040 

jC-gmst02400043h02al 

BLASTX 

g3341691 

284 

5.0e-25 

127 

48 

(AC003672) putative heterogeneous nuclear ribonucleoprotein 
Al [Arabidopsis thaliana] 

14182 

30185JL.R1040 

uaw700667005.hl 

BLASTX 

g2462760 

271 

2.0e-23 

116 

47 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 



2394 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



14183 

30191_1.R1040 
LIB3109-050-Q1-K1-H2 

14184 

30192_1.R1040 
LIB3170-055-Q1-K1-H6 

14185 

30195_1.R1040 
g5058424 

14186 

30196_1.R1040 

dpv701102546.hl 

BLASTX 

g3779218 

680 

2.0e-71 

160 

85 

(AF030879) protein kinase 
14187 

30197_1.R1040 
sat701003413.hl 

14188 

30199JL.R1040 
jC-gmle01810088f04al 

14189 

30200_1.R1040 
leu701145140.hl 

14190 

30203_JL.R1040 
LIB3051-U6-Q1-K1-F6 

14191 

30204_1.R1040 
LIB3170-068-Q1-K1-G7 

14192 

30208_1.R1040 
LIB3051-116-Q1-K1-G6 

14193 

30209_1.R1040 
LIB3170-068-Q1-K1-H7 

14194 

30215JL.R1040 

LIB3051-117-Q1-K1-A1 

BLASTX 

g4206789 

435 




CPK1 [Solanum tuberosum] 



2395 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No, 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



1.0e-42 

237 

39 

(AF1128 64 ) syntaxin-related 
thaliana] 

14195 

30216_1.R1040 
hrw701058648.hl 

14196 

30216__2.R1040 
g5753553 

14197 

30218JL.R1040 
zhf700958818.hl 

14198 

30222JL.R1040 
LIB3170-066-Q1-K1-H7 

14199 

30230JL.R1040 
LIB3051-117-Q1-K1-C5 

14200 

30232_1.R1040 
kll701211090.hl 

14201 

30232_2.R1040 
asn701139522.hl 

14202 

30234_1.R1040 

LIB3051-117-Q1-K1-D8 

BLASTX 

g4218122 

144 

7.0e-09 

74 

50 

(AL035353) putative protein 
14203 

30234_2.R1040 
uC-gmropicl02ellbl 

14204 

30235_1.R1040 , 

LIB3170-065-Q1-K1-G8 

BLASTX 

g3157929 

240 

5.0e-20 
146 



protein At-SYRl [Arabidopsis 



[Arabidopsis thaliana] 



2396 



% identity 


40 


NCBI Description 


(AC002131) Contains similarity to hypothetical protein 


gb Z97336 from A. thaliana. [Arabidopsis thaliana] 


Seq. No. 


14205 


Contig ID 


30239_1 .R1040 


5 1 -most EST 


LIB31 7 0-065-Ql-Kl-Ho 


Method 


BLASTX 


NCBI GI 


g4510376 


BLAST score 


296 


E value 


8 . Oe-27 


Match length 


90 


% identity 


61 


NCBI Description 


(AC007017) unknown protein [Arabidopsis thaliana] 


Seq. No. 


14206 


Contig ID 


30242_1.R1040 


5 1 -most EST 


leu7 011503bo . nl 


Method 


BLASTX 


NCBI GI 


g4140326 


BLAST score 


281 


E value 


5.0e-31 


Match length 


123 


% identity 


54 


NCBI Description 


(AL031282) dJ283E3.6.1 (PUTATIVE novel protein similar 




many (archae) bacterial, worm and yeast hypothetical 




proteins) [Homo sapiens] 


Seq. No. 


14207 


Contig ID 


30243_1.R1040 


5 '-most EST 


jC-gmf 10222 0130a05al 


Method 


BLASTX 


NCBI GI 


g4539295 


BLAST score 


171 


E value 


5. Oe-12 


Match length 


86 


% identity 


51 


NCBI Description 


(AL049480) putative protein [Arabidopsis thaliana] 


Seq. No. 


14208 


Contig ID 


30250_1.R1040 


5' -most EST 


jC-gmle01810064h03al 


Seq. No. 


14209 


Contig ID 


30262_1.R1040 


5' -most EST 


kll701202731.hl 


Method 


BLASTX 


NCBI GI 


g3702323 


BLAST score 


217 


E value 


3.0e-17 


Match length 


64 


% identity 


67 


NCBI Description 


(AC005397) unknown protein [Arabidopsis thaliana] 


Seq. No. 


14210 


Contig ID 


30262 2.R1040 


5 '-most EST 


LIB3052-017-Q1-N1-H2 



2397 



# 



Seq. No. 


14211 


Contig ID 


30264_1.R1040 


5 ' -most EST 


zzp/ Quo 31828 .hi 


Seq. No. 


14212 


Contig ID 


30267_1.R1040 


5 -most EST 


™/i om /tic 

g4Jy /4 Id 


Seq. No. 


14213 


Contig ID 


O A A T /I 1 n1 A /I A 

30274 1.R1U40 


5' -most EST 


T T T"> O A IT A A "1 ""7 S~\ 1 XT 1 "1 A 

LIB3052-017-Q1-N1-G1U 


Method 


BLASTN 


NCBI GI 


gl046277 


BLAST score 


187 


E value 


1 . Oe-100 


Match length 


615 


% identity 


84 


NCBI Description 


Phaseolus vulgaris embryo- specif ic acidic 




activator PvAlf mRNA, complete cds 


Seq. No. 


14214 


Contig ID 


"5 A A A A 1 n1 Jl A 

30290 1.R1040 


5 '-most EST 


LIB3109-032-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2980798 


BLAST score 


585 


E value 


3.0e-60 


Match length 


207 


% identity 


55 


NCBI Description 


(AL022197) putative protein [Arabidopsis 


Seq. No. 


14215 


Contig ID 


30300_1.R1040 


5" -most EST 


dpv701103364 .hi 


Seq. No. 


14216 


Contig ID 


30305 1.R1040 


5' -most EST 


LIB3052-008-Q1-N1-F3 


Method 


BLASTX 


NCBI GI 


g3461815 


BLAST score 


270 


E value 


4 . 0e-23 


Match length 


310 


% identity 


25 


NCBI Description 


(AC004138) hypothetical protein [Arabidop 


Seq. No. 


14217 


Contig ID 


30307 1.R1040 


5 '-most EST 


LIB3052-017-Q1-N1-D10 


Seq. No. 


14218 


Contig ID 


30317 1.R1040 


5 T -most EST 


awf700843444.hl 


Method 


BLASTX 


NCBI GI 


g4006895 


BLAST score 


560 



2398 



E value 


I . ue— O / 


Match length 


10 / 


% identity 


by 


NCBI Description 


(^yy/Uo) putative protein [/iraoiaopsis 


Seq. No. 


i4^iy 


Contig ID 


oUJiy i.kiu4u 


o -most Lb! 


u^gmiiminsoyuo you id i 


Method 


hsLAblA 


NCBI GI 


g3337366 


BLAST score 


394 


E value 


4 . ue— jo 


Match length 


loo 


% identity 


48 


NCBI Description 


(AC004481) unknown protein [Arabidopsi 


Seq. No. 


14^^U 


Contig ID 


oOoly Z.R1U4U 


5* -most EST 


j sh7Q107U^o3 . hi 


Seq. No. 


14221 


Contig ID 


30321 1.R1040 


5 ' -most EST 


LIBoUoz — Ul /-yi— JNl-olU 


Method 


nT 7\C rpV 




^oocn con 


BLAST score 


185 


E value 


1.0e-13 


Match length 


61 


% identity 


61 


NCBI Description 


(AC004392) Contains similarity to ANK 



Fowlpox virus BamHI-orf7 protein homolog C18F10.7 gi_485107 
from Caenorhabditis elegans cosmid gb_U00049. This gene is 
continued from unannotated gene on BAC F19K23 gb_AC000375. 
[Arabid 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14222 

30379JL.R1040 

uaw700662982.hl 

BLASTX 

gl808656 

821 

1.0e-113 

248 
71 

(Y10804) Ubiquitin activating enzyme El [Nicotiana tabacum] 



Seq* No. 
Contig ID 
5' -most EST 



14223 

30385JLR1040 
ncj700982209.hl 



Seq. No. 

Contig ID 
5 '-most EST 



14224 

30404_1.R1040 
LIB3052-016-Q1-N1-B2 



Seq. No. 
Contig ID 
5 '-most EST 



14225 

30405_1.R1040 
jC-gmro02910075el0al 



2399 



CI 



Method 


BLASTX 


NCBI GI 


gl313907 


BLAST score 


864 


F. va 1 hp 


5 Oe-93 


Matrh 1 en nth 


267 


% identity 


67 


NCBI Description 


(D84507) CDPK-related protein kinase [Zea mays] 


Sea No 


14226 


Print in TF) 


?04 91 1 Rl 04 n 


•J llivj Ol Hi o X 


rrciTTinTflRI A £7 hi 






Print" in TD 

V*s ij 1 1 L. X <J, X U 


"304 ^ft 1 ri 04 o 


5 1 -most EST 


LIB3052-015-O1-N1-D2 


Method 


BLASTX 


NCBI GI 


g2244760 


BLAST score 


666 


J— I v GL-I. 


7 t Oe-70 


Ma ton 1 onrrtVi 

171CL L. v_*ll XCiiy L.11 


91 0 


o xvj.diuxL.y 


RQ 




^ j / jjjj ocXciixixiu jjxiiu.xiig protein [_i^xaDXQ.opsxs Liiaiiauaj 


Qf$n No 


1 499R 

X *±£*£* O 


font i rr TH 


?04 "3ft 9 R1 040 


S'-most F.ST 


txt 7 07)7366^6 hi ' 


Method 


BLASTX 


NCBI GI 


g2244760 


BLAST score 


263 






Ma t c n 1 PTirrth 




2- -! Honf i +■ tr 




MfDT Flocpyin-h-i 

inwdx utJoCrX xpi-xori 


\^izf/ooD) seieniui Dinaing proiein [Araciaopsis r.na±ianaj 




1 499Q 


Print n rr T H 


1C\ A 4 1 1 R1 040 


5 ? -most EST 


LIB30^5-002-Ol-Bl-B7 


Method 


BLASTX 


NCBI GI 


al762428 


BLAST score 


304 


E value 


1.0e-27 


Matph 1 qti rrt 


114 
X x *± 


O _1_ k_lGJ. i 1 L. y 


1 4 
x *± 


KTPRT Plo govt ot i on 
LNUDl UCOUlXJJLlUil 


^ujy*io / j aromatiic ncn gxycoprorexn uroou L/iraoiuopsis 




Lildllana J 


OCv|i IN vj . 


1 49^0 




"^04 4 1 9 Rl 04 0 


5 1 -mo^t F.ST 


rl r700iQ0ni Q4 hi 

XXX /vJ\JZ7UUX_7*± . IIX 


Method 


BLASTX 


NCBI GI 


gl762584 


BLAST score 


411 


E value 


2.0e-40 


Match length 


123 


% identity 


63 



NCBI Description (U63373) polygalacturonase isoenzyme 1 beta subunit homolog 
[Arabidopsis thaliana] 



2400 



# 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14231 

30444J..R1040 

vzy700751396.hl 

BLASTX 

g2281105 

325 

7.0e-30 

185 
45 

(AC002333) unknown protein [Arabidopsis thaliana] 
14232 

30447J..R1040 

zhf700959118.hl 

BLASTX 

g3522938 

170 

8.0e-12 

64 

55 

(AC004411) unknown protein [Arabidopsis thaliana] 
14233 

30451_1.R1040 

fC-gmle7000739836dl 

BLASTN 

g495658 

202 

1.0e-109 

393 

88 

Pisum sativum aspartate carbamoyltransf erase (pyrBl) mRNA, 
complete cds 

14234 

30455_l.R104a 

kll701213560.hl 

BLASTX 

g4510373 

236 

1.0e-32 

152 
45 

(AC007017) putative harpin-induced protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14235 

30463_1.R1040 

seb700654120.hl 

BLASTX 

g4406775 

309 

8.0e-28 

250 

32 

(AC006836) unknown protein [Arabidopsis thaliana] 



2401 



# 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14236 

30477JL.R1040 
g4306022 

14237 

30495_1.R1040 
LIB3052-014-Q1-N1-E9 

14238 

30496_1.R1040 

LIB3052-014-Q1-N1-F1 

BLASTX 

g4249380 

213 

6.0e-17 

115 

43 

(AC005966) ESTs gb_Z37637, gb_AA0424 98 and gb_AA042269 come 
from this gene. [Arabidopsis thaliana] 

14239 

30499JL.R1040 

fC-gmro700849362dl 

BLASTN 

gl70023 

44 

2.0e-15 

59 

97 

Glycine max maturation-associated protein (MAT 9) mRNA, 
complete cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14240 

30501JL.R1040 

leu701154431.hl 

BLASTX 

g3220021 

411 

1.0e-107 

299 

64 

(U57828) lipase homolog [Arabidopsis thaliana] 
14241 

30501_2.R1040 

rlr700899638.hl 

BLASTX 

g3482914 

332 

5.0e-31 

112 
58 

(AC003970) Similar to nodulins and lipase [Arabidopsis 
thaliana] 



Seq. No. 



14242 



2402 



Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30533_1.R1040 
LIB3052-014-Q1-N1-C8 

14243 

30534J..R1040 
LIB3109-047-Q1-K1-F11 

14244 

30534_2.R1040 
LIB3106-113-Q1-K1-C7 

14245 

30534_3.R1040 
hrw701061781.hl 



14246 

30535JL.R1040 
zpv700760556.hl 

14247 

30536_1.R1040 

uC-gmflminsoy029e06bl 

BLASTX 

g4006888 

628 

1.0e-65 

178 
66 

(Z99708) putative protein [Arabidopsis thaliana] 
14248 

30544_1.R1040 

kl!701205474.hl 

BLASTX 

g2224901 

231 

7.0e-19 

88 
55 

(U67134) PcMYBl protein [Petroselinum crispum] 
14249 

30551_1.R1040 
LIB3052-013-Q1-N1-F5 

14250 

30561_1.R1040 

fua701038140.hl 

BLASTX 

g2760844 

1837 

0.0e+00 

471 

77 

(AC003105) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



14251 



2403 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



30571JL.R1040 
LIB3052-013-Q1-N1-E11 

14252 

30583_1.R1040 
jC-gmro02800038c01al 

14253 

30587_1.R1040 

wvk700684511.hl 

BLASTX 

g3063691 

380 

3.0e-45 

292 

40 

(AL022537) putative protein [Arabidopsis thaliana] 
14254 

30587_3.R1040 
vwf700678973.hl 



Seq. No. 

Contig ID 
5 ! -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



14255 

30587_4.R1040 
txt700735595.hl 

14256 

30593_1.R1040 

jC-gmst02400066b03a2 

BLASTX 

g2832686 

544 

2.0e-55 

232 

53 

(AL021712) putative protein [Arabidopsis thaliana] 
14257 

30596JL.R1040 

LIB3052-012-Q1-N1-H12 

BLASTX 

g2809246 

515 

3.0e-52 

206 

47 

(AC002560) F2401.15 [Arabidopsis thaliana] 
14258 

30610_1.R1040 

LIB3052-012-Q1-N1-G7 

BLASTX 

g4490738 

238 

1.0e-40 

120 
71 



2404 



NCBI Description 


(AL035708) putative protein [Arabidop 


Seq. No. 


14259 


Pont i n TD 


^0610 2 R1040 


5' -most EST 


g5 677 823 


Seq. No. 


14260 


Contig ID 


30618 1.R1040 


5' -most EST 


LIB3052-012-Q1-N1-G1 


Seq. No. 


14261 


Contig ID 


30621 1.R1040 


5' -most EST 


LIB3139-094-P1-N1-D11 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


1909 


E value 


0.0e+00 


Match length 


368 


o xuciiL'X y 


99 


NCBI Description 


(U70866) polyprotein [Bean pod mottle 


Seq. No. 


14262 


Contig ID 


30622 1.R1040 


5' -most EST 


LIB3052-012-Q1-N1-G3 


Seq. No. 


14263 


Contig ID 


30627 1.R1040 


5' -most EST 


asn701131676.hl 


Method 


BLASTX 


NCBI GI 


a 4544428 


BLAST score 


476 


E value 


1.0e-47 


Match length 


138 






NCBI Description 


(AC006955) unknown protein [Arabidops 


Seq. No. 


14264 


Contig ID 


30637 1.R1040 


5' -most EST 


LIB3052-012-Q1-N1-E7 


Seq. No. 


14265 


Contig ID 


30642 1.R1040 


5 '-most EST 


awf700841903.hl 


Method 


BLASTX 


NCBI GI 


a2983690 


BLAST score 


187 


E value 


5.0e-14 


Match length 


128 


% identity 


38 


NCBI Description 


(AE000730) hypothetical protein [Aqui 


Seq. No. 


14266 


Contig ID 


30712 1.R1040 


S'-most EST 


LIB3109-057-Q1-K1-A3 


Method 


BLASTN 


NCBI GI 


g2924257 


BLAST score 


547 



2405 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0.0e+00 

1152 

88 

Tobacco chloroplast genome DNA 
14267 

30713JL.R1040 

zhf700958269.hl 

BLASTX 

g3116122 

176 

4.0e-12 

314 
22 

(AL023287) hypothetical protein [Schizosaccharomyces pombe] 
14268 

30724J..R1040 
g5606324 

14269 

30730JL. R1040 

trc700568526.hl 

BLASTX 

g!805654 

466 

2.0e-77 

175 

84 

(X99972) calmodulin- stimulated calcium-ATPase [Brassica 
oleracea] 



Seq. No. 
Contig ID 
5' -most EST 



14270 

30741J..R1040 
LIB3052-009-Q1-N1-E10 



Seq. No. 
Contig ID 
5 '-most EST 



14271 

30749JL.R1040 
uaw700663601.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



14272 

30765_JL.R1040 

LIB3107-066-Q1-K1-D1 

BLASTX 

g3721864 

297 

1.0e-26 

147 

45 

(AB016068) Hs Ste24p [Homo sapiens] 
14273 

30765_2.R1040 
k!1701207342.hl 



Seq. No. 
Contig ID 



14274 

30766 1.R1040 



2406 



5 '-most EST 


LIB3052-008-Q1-N1-E11 


Method 


BLASTX 




goz 0 jU 


BLAST score 


412 


E value 


6.0e-40 


Match length 


203 


% identity 


50 


NCBI Description 


(AL031018) putative protein [Arabi< 


Seq. No. 


14275 


Contig ID 


30771 1.R1040 


5' -most EST 


uC-gmronoir0001b07bl 


Method 


BLASTX 




g44oozz / 


BLAST score 


164 


E value 


3.0e-25 


Match length 


74 


% identity 


oU 


NCBI Description 


(AL035440) SNF8 like protein [Arab 


Seq. No. 


14276 


Contig ID 


30771 2.R1040 


5' -most EST 


wrg700788220.hl 


Seq. No. 


14277 


Contig ID 


30772 1.R1040 


5 1 -most EST 


LIB3052-008-Q1-N1-G10 


Method 


BLASTX 


NCBI GI 


g3121844 


BLAST score 


216 


E value 


2.0e-17 


Match length 


62 


% identity 


68 


NCBI Description 


PHOSPHATIDATE C YT I D YLYLTRAN S FERAS E 



SYNTHETASE) ( CDP- DI GLYCERI DE PYROPHOSPRORYLASE) 
(CDP-DIACYLGLYCEROL SYNTHASE) (CDS) (CTP : PHOSPHATIDATE 
CYTIDYLYLTRANSFERASE) (CDP- DAG SYNTHASE) 
>giJL652668_dbj_BAA17588_ (D90907) p^osphatidate 
cytidylyltransf erase [Synechocystis sp.] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14278 

30774J..R1040 

jC-gmle01810068b01al 

BLASTX 

g3319357 

931 

1.0e-101 

262 

72 

(AF077407) contains similarity to phosphoenolpyruvate 
synthase (ppsA) {GB: AE001056) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



14279 

30776_1.R1040 
leu701156150.hl 
BLASTN 
gl498327 
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BLAST score 


360 


E value 


0.0e+00 


Match length 


425 


% identity 


98 


NCBI Description 


Glycine max actin (Soy70) gene, partial cds 


Seq. No. 


14280 


Contig ID 


30776_2.R1040 


5' -most EST 


uC-gmropic034a06bl 


Method 


BLASTN 




gi4 yojj / 


BLAST score 


179 


E value 


4.0e-96 


Match length 


215 


% identity 


96 


NCBI Description 


Glycine max actin (Soyll9) gene, partial cds 


Seq. No. 


14281 


Contig ID 


30779 1.R1040 


5 T -most EST 


gsv701052659.hl 


Method 


BLASTX 


NCBI GI 


g3582334 


BLAST score 


352 


E value 


3.0e-33 


Match length 


101 


% identity 


63 


NCBI Description 


(AC005496) hypothetical protein [Arabidopsis 


Seq. No. 


14282 


Contig ID 


30793 1.R1040 


5 1 -most EST 


awf700838767.hl 


Method 


BLASTN 


NCBI GI 


g2347089 


BLAST score 


104 


E value 


4.0e-51 


Match length 


224 


% identity 


87 


NCBI Description 


Phaseolus vulgaris low molecular weight heat 




PvHSP17-19 (Pvhspl7-19) mRNA, partial cds 


Seq. No. 


14283 


Contig ID 


30797 1.R1040 


5' -most EST 


gsv701055796.hl 


Seq. No. 


14284 


Contig ID 


30816 1.R1040 


5 '-most EST 


jsh701070147.hl 


Method 


BLASTX 


NCBI GI 


g2499945 


BLAST score 


1721 


E value 


0.0e+00 


Match length 


474 


% identity 


72 



NCBI Description 



URIDINE 5 1 -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOS PHORIBOSYLTRANS FERAS E AND OROTIDINE 5 1 -PHOSPHATE 

DECARBOXYLASE >gi_1076363_pir S46440 orotate 

phosphoribosyltransf erase (EC 2.4.2.10) / 



2408 



Seq. No. 
Contig ID 
5' -most EST 



orotidine-5 1 -phosphate decarboxylase {EC 4,1.1.23) - 
Arabidopsis thaliana >gi_443818_emb_CAA50686_ (X71842) 
pyrE-F [Arabidopsis thaliana] 

14285 

30829_1.R1040 
LIB3052-007-Q1-B1-F10 



Seq. No. 
Contig ID 
5 '-most EST 



14286 

30849_1.R1040 
LIB3106-014-Q1-K1-H11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



14287 

30853_1.R1040 

gsv701056241.hl 

BLASTX 

g3757520 

238 

6.0e-20 

93 

59 

(AC005167) unknown protein [Arabidopsis thaliana] 
14288 

30860__1.R1040 

LIB3139-015-P1-N1-A4 

BLASTX 

g4314388 

587 

4.0e-64 

169 

73 

(AC006232) hypothetical protein [Arabidopsis thaliana] 
14289 

30864JL.R1040 
kll701204412.h2 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



14290 

30884JL.R1040 
ncj700982689.hl 

14291 

30896_1.R1040 

jsh701065477.hl 

BLASTX 

g4427003 

624 

7.0e-65 

198 

61 

(AF127 664) NBD-like protein [Arabidopsis thaliana] 
14292 

30896_2.R1040 
k!1701208182.hl 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14293 

30899J..R1040 

hrw701059473.hl 

BLASTX 

gl524370 

673 

2.0e-70 

195 

68 

(X92491) TOM20 [Solanum tuberosum] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14294 

30899_2.R1040 

jC-gmfl02220092d07dl 

BLASTN 

g!524369 

52 

3.0e-20 

84 
90 

S. tuberosum mRNA for TOM20 protein 



Seq. No. 

Contig ID 
5 '-most EST 



14295 

30901_1.R1040 
LIB3138-130-Q1-N1-D8 



Seq. No. 
Contig ID 
5' -most EST 



14296 

30911_1.R1040 
rca701000063.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14297 

30911_3.R1040 

zzp700834337.hl 

BLASTX 

gll76658 

198 

4.0e-15 

69 

55 

HYPOTHETICAL 200.6 KD PROTEIN B0228.2 IN CHROMOSOME 
>gi_726363 (U23168) No definition line found 
[Caenorhabditis elegans] 



II 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14298 

30925_1.R1040 

jC-gmle01810073c03al 

BLASTX 

g4139041 

171 

2.0e-ll 

327 

11 

(AF072274) 
sativa] 



resistance protein candidate RGC20 [Lactuca 



Seq. No. 
Contig ID 



14299 

30925 3.R1040 
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5' -most EST 



LIB3170-047-Q1-J1-B5 



Seq. No, 

Contig ID 
5' -most EST 



14300 

30925^4. R1040 
sat701004637.hl 



Seq. No. 
Contig ID 
5' -most EST 



14301 

30932J..R1040 
kll701204681.hl 



Seq. No. 
Contig ID 
5' -most EST 



14302 

30938JL.R1040 
fua701037725.hl 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14303 

30943J..R1040 

LIB3052-002-Q1-B1-E8 

BLASTN 

g2108285 

60 

9.0e-25 

213 

88 

Cicer arietinum L. partial leg gene and promoter sequence 
14304 

30956J..R1040 

gsv701045885.hl 

BLASTX 

g2842494 

547 

4.0e-56 

125 

84 

(AL021749) prohibitin-like protein [Arabidopsis thaliana] 
>gi_4097688 (U66591) prohibitin 1 [Arabidopsis thaliana] 
>gi_4097694 (U66594) prohibitin 1 [Arabidopsis thaliana] 

14305 

30995JL.R1040 
LIB3106-115-Q1-K1-B7 

14306 

30997JL.R1040 
hyd700727807.hl 

14307 

31010JL.R104Q 

LIB3052-001-Q1-B1-E8 

BLASTX 

glll3941 

458 

4.0e-51 

140 
81 

(U40713) Pv42p [Phaseolus vulgaris] 



2411 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



14308 

31010_2.R1040 

uaw700666002.hl 

BLASTN 

glll3940 

166 

2.0e-88 

242 
92 

Phaseolus vulgaris Pv42p mRNA, complete cds 
14309 

31014J..R1G40 
uC-gmrominsoy045e03bl 

14310 

31018JL.R1040 

LIB3106-108-Q1-K1-H10 

BLASTX 

g4206206 

479 

8.0e-48 

183 
54 

(AF071527) putative M-type thioredoxin [Arabidopsis 
thaliana] >gi_4 2 63 03 9_gb_AAD15 3 08__ (AC005142) putative 
M-type thioredoxin [Arabidopsis thaliana] 

14311 

31023J..R1040 
LIB3052-001-Q1-B1-C12 



Seq. No, 
Contig ID 
5' -most EST 



14312 

31027JL.R1040 
sat701006176.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



14313 

31028 J.. R1040 
ncj700984810.hl 

14314 

31035JL.R1040 

LIB3052-001-Q1-B1-A12 

BLASTX 

g2352492 

546 

5.0e-56 

138 

72 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 

14315 

31042JL.R1040 

kmv700741672.hl 

BLASTX 



2412 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4567263 
250 

2.0e-21 

58 
83 

(AC006841) 
thaliana] 



putative cell division inhibitor [Arabidopsis 



14316 

31042^2. R1040 

LIB3052-001-Q1-B1-B1 

BLASTX 

g4567263 

191 

2.0e-14 

46 

80 

(AC006841) 
thaliana] 



putative cell division inhibitor [Arabidopsis 



14317 

31063_1.R1040 

LIB3052-003-Q1-N1-B10 

BLASTX 

g2842490 

204 

1.0e-15 

58 

64 

(AL02174 9) heat-shock protein [Arabidopsis thaliana] 
14318 

31064_1.R1040 
LIB3093-037-Q1-K1-D7 

14319 

31083_1.R1040 

kll701206444.hl 

BLASTX 

g3548815 

238 

1.0e-19 

128 

45 

(AC005313) similar to axoneme-associated protein mstlOl 
[Arabidopsis thaliana] 



14320 

31098JL.R1040 

LIB3074-037-Q1-K1-H12 

BLASTN 

g2264310 

35 

6.0e-10 

87 
85 

Arabidopsis thaliana genomic DNA, 



chromosome 5, PI clone 



2413 



Seq. No. 
Contig ID 
5' -most EST 



MKP11, complete sequence [Arabidopsis thaliana] 



14321 

31099JL.R1040 
LIB3106-065-P1-K1-F1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



14322 

31137_1.R1040 

LIB3053-014-Q1-N1-G12 

BLASTX 

g2952433 

514 

5.0e-52 

168 

60 

(AF051135) putative ubiquitin activating enzyme El 
[Arabidopsis thaliana] 

14323 

31139_1.R1040 

LIB3138-060-Q1-N1-H6 

BLASTX 

g!907076 

333 

4.0e-31 

98 
65 

(Y07867) 
(Y07868) 



pirin [Homo sapiens] >gi_1907078_emb_CAA69195_ 
pirin [Homo sapiens] 



>gi_4505823_ref_NP_003653.1_pPIR_ pirin 
14324 

31139_2.R1040 
wvk700683220.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



14325 

31150JL.R1040 

wvk700680072.h2 

BLASTX 

g4033838 

212 

6.0e-17 

103 
56 

(Y18550) sigma-like factor [Arabidopsis thaliana] 
14326 

31153_1.R1040 
LIB3053-014-Q1-N1-E3 

14327 

31157JL.R1040 

pcp700991075.hl 

BLASTX 

g3894197 

697 

2.0e-73 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193 
70 

(AC005662) hypothetical protein [Arabidopsis thaliana] 
14328 

31159_1.R1040 

seb700651839.hl 

BLASTX 

g4454051 

446 

4.0e-44 

136 

66 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 


14329 


Contia ID 


31165 1.R1040 


5 1 -most EST 


LIB3055-004-Q1-N1-F2 




14330 


Contig ID 


31169 1.R1040 




LTRS0S3-014-O1-N1-C8 


J. 1\U L.1 i W vJ. 


RT.A^TX 




al931641 

^ J. _/ J- U ^ X 


BLAST score 


305 


E value 


8.0e-28 


Match length 


147 




48 


"NIPRT Hpcipri nt*i nn 

INuDl L/C O \^S- XU L. -L Uii 


nnVnnwn TiTritpi n \ AT^toi finn^ i 

\ VJ -/ .J 1 } LA11 JV1 nil UJi. W UC111 j_ Ai GLJu'U. V-iV_^^-/0 -1- 




-L 'l J J -L 


Pnnt in TD 

>j V^ 1 J. i L- -1. y -L LJ 


31174 1 R1040 




rlrw7fiTl fH?^fi hi 

U V / Ullu JZ. JO • 1 1 X 


Seq. No. 


14332 


Contig ID 


31178 1.R1040 


5' -most EST 


pmv700889280.hl 


Seq. No. 


14333 


Contig ID 


31183 1.R1040 


5 '-most EST 


crh700854773.hl 


Method 


BLASTX 


NCBI GI 


g3786008 


BLAST score 


183 


E value 


1.0e-13 


Match length 


117 


% identity 


36 


NCBI Description 


(AC0054 99) unknown protein [Arabidop 


Seq. No. 


14334 


Contig ID 


31185 1.R1040 


5' -most EST 


leu701157302.hl 


Method 


BLASTX 


NCBI GI 


gl922242 


BLAST score 


217 


E value 


4.0e-17 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



# 



68 
63 



(Y10084) hypothetical protein [Arabidopsis tlfallana] 



14335 

31185__2.R1040 
leu701149979.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



14336 

31186_1.R1040 
epx701107341.hl 

14337 

31190_1.R1040 

fua701041942.hl 

BLASTX 

g2827661 

528 

1.0e-53 

154 
69 

(AL021637) hyuC-like protein [Arabidopsis thaliana] 
14338 

31199_1.R1040 
LIB3053-013-Q1-N1-H3 

14339 

31202JLR1040 

smc700747812.hl 

BLASTX 

g3033375 

496 

9.0e-50 

210 

45 

(AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 

14340 

31203_1.R1040 

uC-gmronoir033a01bl 

BLASTX 

g4490317 

307 

2.0e-53 

269 

45 

(AL035678) putative protein [Arabidopsis thaliana] 
14341 

31206J..R1040 
LIB3053-013-Q1-N1-E3 

14342 

31208_1.R1040 
LIB3106-046-Q1-K1-B2 
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Seq. No. 

Contig ID 
5 r -most EST 

Seq. No. 
Contig ID 
5 ! -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



14343 

31232_1.R1040 
LIB3107-016-Q1-K1-F3 

14344 

31249_1.R1040 
zzp700832740.hl 

14345 

31259_1.R1040 
LIB3053-012-Q1-N1-H8 

14346 

31260J..R1040 

g4304305 

BLASTX 

g4263818 

556 

9.0e-57 

183 

57 

(AC006067) unknown protein [Arabidopsis thaliana] 
14347 

31260_2.R1040 

epx701107171.hl 

BLASTX 

g4263818 

375 

7.0e-36 

124 

57 

(AC006067) unknown protein [Arabidopsis thaliana] 
14348 

31260_3.R1040 
LIB3139-033-P1-N1-E3 
BLASTX 
'g4263818 
192 

2.0e-14 

72 
46 

(AC006067) unknown protein [Arabidopsis thaliana] 
14349 

31266JL.R1040 
LIB3074-031-Q1-K1-C5 



Seq. No. 
Contig ID 
5' -most EST 



14350 

31267_1.R1040 
LIB3053-012-Q1-N1-B12 



Seq. No. 
Contig ID 
5 '-most EST 



14351 

31268JL.R1040 
LIB3139-004-P1-N1-G1 
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Method 


BLASTX 


NCBI GI 


g2828293 


BLAST score 


366 


E value 


9.0e-35 


Match length 


172 


% identity 


68 


NCBI Description 


(AL021687) putative protein 


Seq. No. 


14352 


Contig ID 


31269 1.R1040 


5' -most EST 


LIB3053-012-Q1-N1-B5 


Seq. No. 


14353 


Contig ID 


31272 1.R1040 


5 1 -most EST 


g5508961 


Method 


BLASTX 


NCBI GI 


g2190012 


BLAST score 


450 


E value 


2.0e-44 


Match length 


145 


% identity 


61 


NCBI Description 


(AB004242) dinl [Raphanus s 


Seq. No. 


14354 


Contig ID 


31272 2.R1040 


5' -most EST 


wvk700684777.hl 


Method 


BLASTX 


NCBI GI 


g2129729 


BLAST score 


180 


E value 


3.0e-13 


Match length 


49 


% identity 


71 


NCBI Description 


senescence-associated prote 



>gi_1046270 (U26945) senescence-associated protein 
[Arabidopsis thaliana] >gi_3367595_emb_CAA20047_ (AL031135) 
senescence-associated protein senl [Arabidopsis thaliana] 
>gi_3805843_emb_CAA214 63_ (AL031986) senescence-associated 
protein senl [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



14355 

31272_3.R1040 
LIB3093-045-Q1-K1-B11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14356 

31273JL.R1040 

LIB3170-024-Q1-J1-F11 

BLASTX 

gll50932 

374 

1.0e-35 

107 
71 

(X88864) cyclin [Medicago sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



14357 

31273__2.R1040 
wvk700680291.h2 
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Seq. No. 

Contig- ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14358 

31279_1-.R1040 

LIB3053-012-Q1-N1-A8 

BLASTX 

g4322346 

302 

2.0e-27 

132 

43 

(AF081825) sodium-dependent high-affinity dicarboxylate 
transporter [Rattus norvegicus] 

14359 

31281JL.R1040 

LIB3109-034-Q1-K1-F3 

BLASTX 

g3242785 

768 

1.0e-151 
344 
74 

(AF055355) 
thaliana] 



respiratory burst oxidase protein C [Arabidops 



14360 

31281_2.R1040 

uC-gmropic056dllbl 

BLASTX 

g3242785 

921 

2.0e-99 

243 

72 

(AF055355) respiratory burst oxidase protein C [Arabidops 
thaliana] 



Seq. No. 


14361 


Contig ID 


31282 1.R1040 


5' -most EST 


zsg701126519.hl 


Method 


BLASTX 


NCBI GI 


g4104931 


BLAST score 


664 


E value 


2.0e-69 


Match length 


261 


% identity 


56 


NCBI Description 


(AF042196) auxin 


Seq. No. 


14362 


Contig ID 


31282 2.R1040 


5' -most EST 


bth700849333.hl 


Method 


BLASTX 


NCBI GI 


g4104931 


BLAST score 


219 


E value 


1.0e-17 


Match length 


114 


% identity 


47 
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# 



NCBI Description 


(AF042196) auxin response factor 8 [Arabidopsis thai 


Seq. No. 


14363 


Contig ID 


31283 1.R1040 


5' -most EST 


sat701004681.hl 


Method 


BLASTX 


NCBI GI 


cr3668086 

y \j \j u \j kj \j 


BLAST score 


917 


E value 


6.0e-99 


Match length 


260 




71 

/ X 


NCBI Description 


(AC004667) unknown protein [Arabidopsis thaliana] 


Seq. No. 


14364 


Pont - 1 rr T H 




5 1 -most EST 


kll70T212377.hl 


Seq. No. 


14365 


OOIluX.y X1J 


"31 "3 Oft 1 R 1 CiACl 


5 T -most EST 


LIB3053-011-Q1-N1-D12 


Seq. No. 


14366 




^1 ^i £ i pin/in 


5 '-most EST 


wrg7 007887 60. h2 


Seq. No. 


14367 


Contig ID 


31318 1.R1040 


5 f -most EST 


smc700744220.hl 


Seq. No. 


14368 


Contig ID 


31330 1.R1040 


5' -most EST 


LIB3053-011-Q1-N1-C10 


Method 


BLASTX 




rr1 ^RdfiAQ 


BLAST score 


538 


E value 


4.0e-55 


Match length 


157 


% identity 


61 


NCBI Description 


(U57350) epoxide hydrolase [Nicotiana tabacum] 


Seq. No. 


14369 


Contig ID 


31342 1.R1040 


5 T -most EST 


LIB3I38-019-Q1-N1-H3 


Method 


BLASTX 


NCBI GI 


g4512018 


DT ACT onm-a 


Q9 1 
X 


E value 


1.0e-99 


Match length 


209 


% identity 


82 


NCBI Description 


(AF106660) mRNA binding protein precursor [Lycopersi< 




esculentum] 


Seq. No. 


14370 


Contig ID 


31343 1.R1040 


5 '-most EST 


g5677490 



Seq. No* 



14371 
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# 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



31343_2.R1040 
leu701155240.hl 

14372 

31348JL.R1040 

kll701206961.hl 

BLASTX 

g3559807 

420 

4.0e-41 

148 

64 

(Y15628) HCF136 protein [Arabidopsis thaliana] 
14373 

31352_1.R1040 

LIB3053-010-Q1-N1-F6 

BLASTX 

g3063696 

202 

2.0e-20 

116 

50 

(AL022537) putative protein [Arabidopsis thaliana] 
14374 

31353_1.R1040 
LIB3053-010-Q1-N1-F9 

14375 

31357_1.R1040 

pcp700995376.hl 

BLASTX 

g3063451 

427 

8.0e-42 

114 

69 

(AC003981) F22013.13 [Arabidopsis thaliana] 
14376 

31357_2.R1040 
LIB3053-010-Q1-N1-C7 

14377 

31358_1.R1040 
uC-gmflminsoy054e05bl 

14378 

31359_1.R1040 

wrg700787215.h2 

BLASTX 

g4455349 

577 

4.0e-59 

275 

49 
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NCBI Description 



(AL035524) putative protein [Arabidopsis thaliana] 



Seq. No, 


14379 


Contig ID 


31359_2.R1040 


d —most t*oi 




Method 


BLASTX 


NCBI GI 


g4455349 


BLAST score 


158 


E value 


1.0e-10 


Match length 


74 


% identity 


46 


NCBI Description 


(AL035524) putative protein [Arabidopsis thaliana] 


Seq, No. 


14380 


Contig ID 


31366JL.R1040 


3 "HlOSt E-ib I 


T TD"31 — mi A1 _M1 _Q1 


Method 


BLASTX 


NCBI GI 


gl514643 


BLAST score 


610 


E value 


3 . Oe-63 


Match length 


194 


% identity 


29 


NCBI Description 


(Z70524) PDR5-like ABC transporter [Spirodela polyrrh 


Seq. No. 


14381 


Contig ID 


31378 1.R1040 


5* -most EST 


rlr700898137.hl 


Seq. No. 


14382 


Contig ID 


31380_1.R1040 


5 ' -most EST 


eep7008 66819 .hi 


Method 


BLASTX 


NCBI GI 


g4262237 


BLAST score 


377 


E value 


5.0e-36 


Match length 


142 


% identity 


53 


NCBI Description 


(AC006200) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


14383 


Contig ID 


31383 1.R1040 


5' -most EST 


LIB3053-009-Q1-N1-H10 


Method 


TIT T\ <H fTTV 

BLASTX 


NCBI GI 


g2956690 


BLAST score 


160 


E value 


1.0e-10 


Match length 


56 


% identity 


34 


NCBI Description 


(AJ223306) PSBY [Arabidopsis thaliana] >gi 3414 928 




(AF079800) PsbY precursor [Arabidopsis thaliana] 


Seq. No. 


14384 


Contig ID 


31384 1.R1040 


5 '-most EST 


g4284726 


Method 


BLASTX 


NCBI GI 


g731675 


BLAST score 


317 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-29 

87 

64 

HYPOTHETICAL 80.7 KD PROTEIN IN ERG7-NMD2 INTERGENIC REGION 

>gi_626631_pir S46811 hypothetical protein YHR074w - yeast 

(Saccharomyces cerevisiae) >gi_500832 (U10556) Yhr074wp 
[Saccharomyces cerevisiae] 

14385 

31385__1.R1040 

uC-gmrominsoyl89b09bl 

BLASTX 

g3915165 

644 

2.0e-67 

210 

59 

TRYPTOPHAN SYNTHASE BETA CHAIN 2 PRECURSOR >gi_2792520 
(AF042320) tryptophan synthase beta subunit [Camptotheca 
acuminata] >gi_2801771 (AF042321) tryptophan synthase beta 
[Camptotheca acuminata] 

14386 

31387JL.R1040 

LIB3053-009-Q1-N1-H8 

BLASTX 

g2947064 

294 

2.0e-26 

122 

44 

(AC002521) unknown protein [Arabidopsis thaliana] 
14387 

31393_1.R1040 

g5606102 

BLASTX 

g3176690 

849 

3.0e-91 

188 
89 

(AC003671) 
cerevisiae 



Similar to ubiquitin ligase gb_D63905 from S. 
EST gb R65295 comes from this gene. 



[Arabidopsis thaliana] 
14388 

31393_2.R1040 

wrg700789538.h2 

BLASTX 

g3176690 

1358 

1.0e-151 

316 

84 

(AC003671) 
cerevisiae 



Similar to ubiquitin ligase gb_D639G5 from S. 
EST gb__R65295 comes from this gene. 
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[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14389 

31395JL.R1040 

LIB3055-004-Q1-N1-H2 

BLASTN 

g431956 

132 

1.0e-67 

400 
87 

P. sativum mRNA for thioredoxin M 



1* 



Seq. No. 
Contig ID 
5' -most EST 



14390 

31404_1.R1040 
g4291989 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14391 

31406JL.R1040 

LIB3055-013-Q1-N1-D7 

BLASTX 

g3970652 

295 

9.0e-27 

97 

54 

(X77499) amino acid permease [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14392 

31409JL.R1040 

LIB3106-041-Q1-K1-F12 

BLASTX 

g2832625 

461 

5.0e-46 

125 

70 

(AL021711) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



14393 

31421_1.R1040 
txt700731920.hl 



Seq. No. 
Contig ID 
5 '-most EST 



14394 

31422_1.R1040 
g4313446 



Seq. No. 
Contig ID 
5' -most EST 



14395 

31427_2.R1040 
pxt700943844.hl 



Seq. No. 
Contig ID 
5 '-most EST 



14396 

31432J..R1040 
gsv701055659.hl 



Seq. No. 
Contig ID 



14397 

31442 1.R1040 
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5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



kll701204309.h2 

BLASTX 

g4098244 

180 

5.0e-13 

57 

68 

(U76409) homeobox 1 protein [Lycopersicon esculentum] 
14398 

31448JL.R1040 

uaw700664445.hl 

BLASTX 

g2673917 

1459 

1.0e-162 

372 
45 

(AC002561) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 



Seq. No, 
Contig ID 
5 r -most EST 



14399 

31458JL.R1040 
LIB3170-047-Q1-J1-C6 



Seq. No, 
Contig ID 
5' -most EST 

Seq, No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



14400 

31470JL.R1040 
vzy700754145.hl 

14401 

31475JL.R1040 

g5676874 

BLASTX 

g3080425 

481 

2.0e-48 
146 

70 

(AL022604) putative protein [Arabidopsis thaliana] 
14402 

31481JL.R1040 
ssr700557796,hl 



Seq, No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



14403 

31482JL.R1040 

rca701000712.hl 

BLASTX 

g3859597 

149 

5.0e-09 

112 

39 

(AF104 919) No definition line 
14404 

31485 1.R1040 



found [Arabidopsis thaliana] 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



smc700745347.hl 

BLASTX 

g4539386 

565 

1.0e-57 

362 

38 

(AL035526) extensin-like protein [Arabidopsis thaliana] 
14405 

31485_2.R1040 
jC-gmle01810044a08al 



Seq. No. 

Contig ID 
5 T -most EST 



14406 

31485_3.R1040 
LIB3053-007-Q1-N1-E9 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14407 

31485_4.R1040 
sat701014058.hl 

14408 

31495_1.R1040 

LIB3092-004-Q1-K1-D6 

BLASTX 

g4063751 

306 

1.0e-27 
195 

31 . 
(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409_gb_AAD21495.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 

14409 

31496_1.R1040 

awf700843423.hl 

BLASTX 

g4220486 

339 

2.0e-31 

216 
33 

(AC006069) unknown protein [Arabidopsis thaliana] 
14410 

31497_1.R1040 

xzy700966778.hl 

BLASTX 

g3184282 

500 

1.0e-50 

144 

66 

(AC004136) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



14411 
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Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31500J..R1040 
ncj700982693.hl 

14412 

31502JL.R1040 
LIB3072-061-Q1-K1-H5 

14413 

31503_1.R1040 

g4290849 

BLASTX 

g3785977 

181 

4.0e-13 

112 
38 

(AC005560) putative growth regulator protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 



14414 

31505JL.R1040 
gsv701044173.hl 

14415 

31516_1.R1040 
jC-gmle01810022e08al 

14416 

31516_2.R1040 
g4294428 

14417 

31516_3.R1040 

g4395664 

BLASTX 

gl890317 

179 

8.0e-27 

80 

74 

(Y11791) peroxidase ATP26a [Arabidopsis thaliana] 
14418 

31516_4.R1040 

ssr700560731.hl 

BLASTX 

gl935909 

1905 

0.0e+00 

461 

73 

(U77345) lethal leaf-spot 1 [Zea mays] 
14419 

31516_7.R1040 

hrw701059968.hl 

BLASTX 
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MpOT (IT 


gl935909 




BLAST score 


216 




E value 


3.0e-17 




Match length 


87 




IS- i Harf t 

"5 J-Q.CI1L J-ty 


69 




NCBI Description 


(U77345) lethal leaf-spot 1 [Zea mays 


Seq. No. 


±4 4ZU 




Contig ID 


31516 9.R1040 




5 '-most EST 


zsg701125810.hl 




Seq. No. 


1 A A O 1 




Contig ID 


jlOl / ±.I\XU4U 




5 '-most EST 


t Tmn^RQ _kii _pc\ 
LlrSjUJj-UU / yl Nl bj 




Method 


DloriOl A 






-QOm Q C Q 

gjzuiyoy 




BLAST score 


oZ4 




E value 


/ . ue— do 




Match length 


1/1 




% identity 


63 




NCBI Description 


(AF068332) submergence 


induced proteii 


Seq, No. 


1 A A O O 

14422 




Contig ID 


31517 2.R1040 




5' -most EST 


wrg700789449.h2 




Method 


BLASTX 






g320l969 




BLAST score 


253 




E value 


7.0e-22 




Match length 


73 




Q- 1 J^V 4* T 4~ t r 

% icenLiuy 


60 




NCBI Description 


(AF068332) submergence 


induced protei: 


Seq. No. 


144ZO 




contig iv 


31520 1.R1040 




5 '-most EST 


wrg700788463.hl 




Seq. No. 


1 A A O / 

144Z4 




Lonely xu 


31o21 1.R1U4U 




5' -most EST 


LIB30 65-00 o-Ql-Nl-Do 




Seq. No. 


i /I /IOC 




pjon +- 1 rr TP) 
^vjilL-Ly -Li-/ 


31522_1 .R1040 




5 '-most EST 


pcp700991760 .hi 




Seq. No. 


14426 




Contig ID 


31525 1.R1040 




5 '-most EST 


jC-gmfl02220055e!2dl 




Seq, No. 


14427 




Contig ID 


31526 1.R1040 




5 '-most EST 


LIB3053-007-Q1-N1-H12 




Method 


BLASTX 




NCBI GI 


g3548802 




BLAST score 


557 




E value 


3.0e-57 




Match length 


165 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



65 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

14428 

31528_1.R1040 

jC-gmle01810049h08al 

BLASTX 

gl653230 

257 

6.0e-22 

107 

50 

(D90912) hypothetical protein [Synechocystis sp.] 
14429 

31538_1.R1040 

uC-gmflminsoy075g02bl 

BLASTX 

g2651310 

388 

2.0e-37 

106 

59 

(AC002336) putative PTR2-B peptide transporter [Arabidopsis 
thaliana] 

14430 

31538_2.R1040 

leu701144915.hl 

BLASTX 

g2651310 

1503 

1.0e-167 

564 

51 

(AC002336) putative PTR2-B peptide transporter [Arabidopsis 
thaliana] 

14431 

31538_3.R1040 
LIB3109-035-Q1-K1-G2 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



14432 

31538_4.R1040 
LIB3094-060-Q1-K1-B3 

14433 

31538_5.R1040 

hyd700727204.hl 

BLASTX 

g2651310 

159 

5.0e-ll 

40 

65 
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NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC002336) putative PTR2-B peptide transporter [Arabidopsis 
thaliana] 

14434 

31540_1.R1040 

jC-gmro02910060d03al 

BLASTX 

g2264373 

789 

5.0e-84 

288 

56 

(AC002354) putative NAM/no apical meristem protein 
[Arabidopsis thaliana] 

14435 

31542_1.R1040 

LIB3138-006-Q1-N1-A2 

BLASTX 

g3860264 

1566 

1.0e-175 

372 

79 

(AC005824) unknown protein [Arabidopsis thaliana] 
14436 

31543_1.R1040 

bth700845117.hl 

BLASTX 

g3402711 

186 

2.0e-13 

159 
38 

(AC004261) putative RNA-binding protein [Arabidopsis 
thaliana] 

14437 

31543_2.R1040 

g4313491 

BLASTX 

g3402711 

152 

1.0e-09 

73 

55 

(AC004261) putative RNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



14438 

31543_3.R1040 
V4L-02-Q1-B1-G5 



Seq. No. 
Contig ID 
5' -most EST 



14439 

31550_1.R1040 
epx701109672.hl 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14440 

31559_1.R1040 
fC-gmse700754455bl 

14441 

31563JL.R1040 
pcp700994055.hl 

14442 

31563__2.R1040 

leu701147464.hl 

BLASTX 

g4417286 

143 

8.0e-09 

80 

39 

(AC007019) putative shikimate kinase [Arabidopsis thaliana] 
14443 

31567JL.R1040 

LIB3106-043-Q1-K1-D12 

BLASTX 

g2244810 

537 

6.0e-55 

135 

78 

(297336) 
A(CBF-A) 



CCAAT-binding transcription factor subunit 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14444 

31567_2.R1040 

taw700659368.hl 

BLASTX 

g2244810 

521 

1.0e-52 

122 
86 

(297336) 
A(CBF-A) 



CCAAT-binding transcription factor subunit 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



14445 

31567_3.R1040 

ncj700977785.hl 

BLASTX 

g2398529 

296 

4.0e-27 

63 
92 

(Y13724) Transcription factor [Arabidopsis thaliana] 
14446 

31570 1.R1040 
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5 '-most EST f de700874625 . hi 

Method BLASTX 

NCBI GI g2832643 

BLAST score 672 

E value 2.0e-70 

Match length 160 

% identity 84 . . . 

NCBI Description (AL021710) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14447 

31572_1.R1040 

kll701209591.hl 

BLASTX 

g4469025 

299 

4.0e-27 
97 

(AL035602) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



14448 

31577JL.R1040 
ssr700555567.hl 



Seq. No. 14449 

Contig ID 3157 9 J. .R1040 

5 '-most EST LIB3053-006-Q1-N1-G10 

Method BLASTX 

NCBI GI gl652467 

BLAST score 181 

E value 3.0e-13 

Match length 53 

% identity 62 , 

NCBI Description (D90905) hypothetical protein [Synechocystis sp,J 

Seq. No. 14450 

Contig ID 31580JL.R1040 

5' -most EST wrg700787839.h2 

Method BLASTX 

NCBI GI gl071912 

BLAST score 726 

E value 8.0e-77 

Match length 170 

% identity 83 

NCBI Description cysteine synthase (EC 4.2.99.8) cpACSl - Arabidopsis 
thaliana >gi_572517_emb_CAA57344_ (X81698) cysteine 
synthase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



14451 

31588JL. R1040 

leu701144368.hl 

BLASTX 

gl871577 

193 

1.0e-14 

107 

41 
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NCBI Description 



(Y11553) putative 21kD protein precursor [Medicago sativa] 



Seq. No. 


14452 


Contig ID 


31588_2.R1040 


•J 1UkJ& L. LjJ ± 


IilDJlUU U y± V£-l- I1X 


Method 


BLASTX 


NCBI GI 


gl871577 


BLAST score 


188 


E value 


4.0e-14 


Match length 


85 


% identity 


45 


NCBI Description 


(Y11553) putative 21kD 


Seq. No. 


14453 


Contig ID 


31590 1.R1040 


vJ lUVJo L. EjO J. 


I_ J_-L / UU jU^i j 1 ! . Ill 


Method 


BLASTX 


NCBI GI 


g509810 


BLAST score 


1149 


E value 


1.0e-126 


Match length 


444 


% identity 


52 


NCBI Description 


(L08468) envelope Ca2+- 


Seq. No. 


14454 


Contig ID 


31595_1.R1040 


O ILlOST, ZiO 1 


pep / uui?3fioo/ . nz 


Method 


BLASTX 


NCBI GI 


g2244757 


BLAST score 


181 


E value 


3.0e-13 


Match length 


110 


% identity 


44 


NCBI Description 


{Z97335) hypothetical ; 


Seq. No. 


14455 


Contig ID 


31600 1.R1040 


5' -most EST 


pmv700893371.hl 


Method 


BLASTX 


NCBI GI 


g4097690 


BLAST score 


813 


E value 


5.0e-87 


Match length 


188 


% identity 


89 


NCBI Description 


(U66592) prohibitin 2 



[Medicago sativa] 



[Arabidopsis thaliana] >gi_4099801 
(U89791) prohibitin-like protein [Arabidopsis thaliana] 
>gi_4204301 (AC003027) prohibitin 2 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



14456 

31600_2.R1040 

uaw700664470.hl 

BLASTX 

g2842494 

581 

5,0e-60 

154 

72 



2433 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



(AL021749) prohibitin-like protein [Arabidopsis thaliana] 
>gi_4097688 (U66591) prohibitin 1 [Arabidopsis thaliana] 
>gi_4097694 (U66594) prohibitin 1 [Arabidopsis thaliana] 

14457 

31600_3.R1040 

pmv700893277.hl 

BLASTX 

g2842494 

307 

5.0e-28 

99 

61 

(AL021749) prohibitin-like protein [Arabidopsis thaliana] 
>gi_4097688 (U66591) prohibitin 1 [Arabidopsis thaliana] 
>gi_4 097 694 (U66594) prohibitin 1 [Arabidopsis thaliana] 

14458 

31613JLR1040 

uC-gmrominsoy24 6b05bl 

BLASTX 

g4101570 

249 

2.0e-20 

359 

27 

(AF004843) stamina pistilloidia [Pisum sativum] 
14459 

31613_2.R1040 
sat701012874.hl 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



14460 

31618_1.R1040 

pmv700891373.hl 

BLASTX 

g!431629 

406 

1.0e-39 

163 

42 

(X99348) pectinacetylesterase precursor [Vigna radiata] 
14461 

31621_1.R1040 
LIB3106-023-Q1-K1-G8 



Seq. No. 
Contig ID 
5 '-most EST 



14462 

31621_2.R1040 
smc700745714.hl 



Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 



14463 

31623JL.R1040 

jC-gmro02910007b09dl 

BLASTX 

g4406787 

359 
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E value 5.0e-34 

Match length 98 

% identity 77 

NCBI Description (AC006532) NADH dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14464 

31631_1.R1040 

g4313342 

BLASTX 

gl48071 

247 

2.0e-20 

106 

43 

(M54 8 8 1 ) thioredoxin 



[Escherichia coli] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14465 

31636_1.R1040 

uC-gmflminsoy072g02bl 

BLASTX 

g4006908 

184 

1.0e-13 

148 
32 

(Z99708) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14466 

31646JL.R1040 

uC-gmf lminsoy04 3dl0bl 

BLASTX 

g3080365 

235 

2.0e-19 

123 
42 

(AL022580) putative protein [Arabidopsis thaliana] 



Seq. No. 14467 

Contig ID 31646_2 . R1040 

5' -most EST djj700606002.h2 



Seq. No. 14468 

Contig ID 31648JL .R1040 

5 f -most EST j ex700905245 .hi 

Method BLASTX 

NCBI GI g4455284 

BLAST score 502 

E value 1.0e-50 

Match length 158 

% identity 61 

NCBI Description (AL035527) beta-glucosidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 14469 

Contig ID 31654 JL .R1040 

5' -most EST ncj 700982263 . hi 
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Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



14470 

31659JL.R1040 
fde700871104.hl 

14471 

31662_1.R1040 

zsg701127468.hl 

BLASTX 

g4155128 

225 

4.0e-18 

119 
40 

(AE001491) putative 3-HYDROXYACID DEHYDROGENASE 
[Helicobacter pylori J99] 

14472 

31664JL.R1040 

zhf700953664.hl 

BLASTX 

g3193287 

507 

4.0e-54 

136 

71 

(AF069298) Arabidopsis predicted protein of unknown 
function T10P11.19 (GB:AC002330) [Arabidopsis thaliana] 

14473 

31668_1.R1040 

LIB3053-004-Q1-N1-H7 

BLASTX 

g4559384 

385 

5.0e-37 

102 
75 

(AC006526) unknown protein [Arabidopsis thaliana] 
14474 

31669_1.R1040 

LIB3109-016-Q1-K1-C9 

BLASTX 

g3128209 

1188 

1.0e-131 

277 
50 

(AC004077) unknown protein [Arabidopsis thaliana] 
14475 

31670_1.R1040 

LIB3053-004-Q1-N1-H9 

BLASTX 

g3236249 

518 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



1.0e-84 

230 
64 

(AC004 684) hypothetical protein [Arabidopsis thaliana] 
14476 

31671_1.R1040 
jC-gmle01810087el2al 

14477 

31674_1.R1040 

jC-gmle01810075c03al 

BLASTN 

g20672 

406 

0.0e+00 

899 

87 

Pea cap mRNA for carbonic anhydrase (EC 4.2.1.1) 
14478 

31674_2.R1040 

LIB3139-062-P1-N1-D2 

BLASTX 

g2829902 

520 

7.0e-53 

158 

67 

(AC002311) Putative sulphate transporter protein#protexn 
[Arabidopsis thaliana] 

14479 

31674_3.R1040 

fC-gmst700890552hl 

BLASTN 

gl69056 

180 

2.0e-96 

355 

88 

P. sativum carbonic anhydrase mRNA, complete cds 
14480 

31674__4.R1040 

rca701001685.hl 

BLASTN 

g20672 

192 

1.0e-104 

347 

89 

Pea cap mRNA for carbonic anhydrase (EC 4.2.1.1) 



14481 

31674_5.R1040 
LIB3053-002-Q1-B1-D4 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll5471 

502 

1.0e-101 

236 

80 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_100078_pir S10200 carbonate dehydratase 

(EC 4.2.1.1) precursor - garden pea >gi_20673_emb_CAA3 67 92_ 
(X52558) precursor peptide (AA -104 to 224) [Pisum sativum] 



Seq. No. 


14482 


Contig ID 


31674 6.R1040 


5* -most EST 


LIB3092-022-Q1-K1-B9 


Method 


BLASTN 




gioyuoo 


BLAST score 


39 


E value 


1.0e-12 


Match length 


130 


% identity 


o o 
oo 


NCBI Description 


P. sativum carbonic anhydrase mRNA, complet 


Seq. No. 


14483 


Contig ID 


31674 7.R1040 


5 '-most EST 


35-V4L-01-Q1-E1-A12 


Method 


BLASTN 


NCBI GI 


g20672 


BLAST score 


89 


E value 


2.0e-42 


Match length 


204 


% identity 


0 / 


NCBI Description 


Pea cap mRNA for carbonic anhydrase (EC 4, 


Seq. No. 


14484 


Contig ID 


31678JL.R1040 


5 '-most EST 


uC-gmflminsoy027d05bl 


Seq. No. 


14485 


Contig ID 


31680 1.R1040 


5 T -most EST 


LIB3139-013-P1-N1-A1 


Method 


BLASTX 


NCBI GI 


g!934730 


BLAST score 


777 


E value 


1.0e-82 


Match length 


198 


% identity 


74 


NCBI Description 


(U95036) germin-like protein [Arabidopsis 


Seq. No. 


14486 


Contig ID 


31680 2.R1040 


5 '-most EST 


tku700646383.hl 


Method 


BLASTX 


NCBI GI 


gl934730 


BLAST score 


380 


E value 


1.0e-36 


Match length 


94 


% identity 


74 



2.1.1) 
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NCBI Description (U95036) germin-like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 1 -most EST 



14487 

31687_2.R1040 

uC-gmrominsoyl36allbl 

BLASTX 

g2342690 

535 

1.0e-54 

215 

43 

(AC000106) Similar to Homo 
[Arabidopsis thaliana] 

14488 

31689JL.R1040 
pmv700890791.hl 



copine I (gb U83246) 



Seq. No. 
Contig ID 
5' -most EST 



14489 

31689_2.R1040 
LIB3106-078-P1-K1-E8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



14490 

31690JL.R1040 

pxt700943729.hl 

BLASTX 

g3885338 

535 

3.0e-54 

228 

46 

(AC005623) unknown protein [Arabidopsis thaliana] 
14491 

31701_1.R1040 

uC-gmf lminsoy04 9b01bl 

BLASTX 

gl707998 

2472 

0.0e+00 

518 

91 

SERINE HYDROXYMETHYLTRANSFERASE , MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) {GLYCINE HYDROXYMETHYLTRANSFERASE) 

(SHMT) >gi_481944_pir S40218 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - potato 
>gi_438247_emb_CAA81082_ (Z25863) glycine 
hydroxymethyltransferase [Solanum tuberosum] 

14492 

31706_1.R1040 

awf700839836.hl 

BLASTX 

g4567281 

359 

1.0e-33 
141 



2439 



% identity 50 , , 

NCBI Description (AC006841) unknown protein [Arabidopsxs thalianaj 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14493 

31708_2.R1040 
crh700853714.hl 

14494 

31716__1.R1040 

jC-gmle01810052hllal 

BLASTX 

g461595 

366 

7.0e-49 

215 

60 

ATP SYNTHASE B T CHAIN PRECURSOR (SUBUNIT II) 

>gi 479533_pir S34473 H+-transporting ATP synthase (EC 

3.671.34) chain 9 - spinach >gi_394755_emb_CAA50520_ 
(X71397) CF{o)II ATP synthase subunit 9 [Spinacia oleracea] 

14495 

31716_2.R1040 

taw700657780.hl 

BLASTX 

g461595 

260 

2.0e-22 

119 

56 

ATP SYNTHASE B' CHAIN PRECURSOR (SUBUNIT II) 
>gi 479533 pir S34473 H+-transporting ATP synthase (EC 
3.671.34) chain 9 - spinach >giJ394755_emb_CAA50520_ 
(X71397) CF{o)II ATP synthase subunit 9 [Spinacia oleracea] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14496 

31721JL.R1040 

fde700875909.hl 

BLASTX 

g2621798 

395 

4.0e-38 

132 

56 

(AE000850) transcriptional regulator [Methanobacterium 
thermoautotrophicum] 

14497 

31725_1.R1040 

pcp700992789.hl 

BLASTX 

g728867 

538 

3.0e-56 

222 

51 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG PRECURSOR 



2440 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_99694_pir S21961 proline-rich protein APG - 

Arabidopsis thaliana >gi_22599_emb_CAA42925_ (X60377) APG 
[Arabidopsis thaliana] 

14498 

31729J..R1040 

jC-gmle01810084g06al 

BLASTX 

g3063445 

443 

1.0e-43 

207 
48 

(AC003981) F22013.7 [Arabidopsis thaliana] 
14499 

31729_2.R1040 
jC-gmle01810084g06dl 

14500 

31738JL.R1040 

smc700750229.hl 

BLASTX 

g2194137 

388 

2.0e-37 

119 

66 

(AC002062) ESTs gb_R29947, gb_H76702 come from this gene. 
[Arabidopsis thaliana] 

14501 

31739JL.R1040 
LIB3053-004-Q1-N1-A11 

14502 

31743_1.R1040 

j C-gmle 0 1 8 1 0 0 4 3a0 8al 

BLASTX 

g3176709 

249 

4.0e-21 

121 

43 

(AC002392) putative anthranilate 

N-hydroxycinnamoyl /benzoylt rans f erase [ Arabidops i s 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



14503 

31744_1.R1040 
g5677587 

14504 

31744_2.R1040 
LIB3053-006-Q1-N1-F5 



Seq. No. 



14505 
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Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



31747_1.R1040 
pmv700891371.hl 

14506 

31756JL.R1040 

LIB3053-003-Q1-N1-D10 

BLASTX 

g2108252 

463 

3.0e-46 

113 

40 

(Y10228) P-glycoprotein-2 [Arabidopsis thaliana] 
>gi 2108254_emb_CAA71276_ (Y10227) P-glycoprotein-2 
[Arabidopsis thaliana] >gi_4538 925_emb_CAB39661 . 1_ 
(AL049483) P-glycoprotein-2 (pgp2) [Arabidopsis thaliana] 

14507 

31765JL.R1040 

LIB3138-028-Q1-N1-G1 

BLASTX 

gl652868 

204 

7.0e-16 

82 
50 

(D90909) hypothetical protein [Synechocystis sp.] 
14508 

31769JL.R1040 

jC-gmle01810086c01al 

BLASTX 

g404688 

1084 

1.0e-118 

343 

57 

(L19074) cytochrome P450 [Catharanthus roseus] 
14509 

31769_2.R1040 

fde700870785.hl 

BLASTX 

g2760837 

223 

3.0e-27 

125 

50 

(AC003105) putative cytochrome P450 [Arabidopsis thaliana] 
14510 

31775JL.R1040 

pcp700992825.hl 

BLASTX 

g4544399 

839 

4.0e-90 
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Match length 

% identity 

NCBI Description 



203 
75 

(AC00704 7) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



14511 

31779_1.R1040 

LIB3053-003-Q1-N1-B10 

BLASTX 

g2911077 

147 

2.0e-09 

40 

70 

(AL021960) gibberellin 20-oxidase 
[Arabidopsis thaliana] 



like protein 



14512 

31780_1.R1040 

LIB3053-002-Q1-B1-H3 

BLASTX 

g2642448 

167 

1.0e-ll 

129 
12 

(AC002391) hypothetical protein [Arabidopsis thaliana] 
>gi_3169187 (AC004401) hypothetical protein [Arabidopsis 
thaliana] 

14513 

31788_1.R1040 
LIB3109-018-Q1-K1-F3 

14514 

31788_2.R1040 
pxt700943529.hl 

14515 

31788_3.R1040 
bth700845955.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 



14516 

31791J..R1040 

LIB3053-003-Q1-N1-A8 

BLASTN 

gl 94 6221 

158 

2.0e-83 

375 

87 

M.domestica mRNA for knottedl-like homeobox protein 
14517 

31795_1.R1040 

wrg700787120.h2 

BLASTX 
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NCBI GI 


g2288981 


BLAST score 


386 


R value* 


4 .Oe-37 


Match length 


156 


% identity 


35 


NCBI Description 


(AC002335) calcium binding protein isolog 




thaliana] >gi_3763938 (AC004450) putative 




protein [Arabidopsis thaliana] 


Seq. No. 


14518 


Contig ID 


31801 1.R1040 


5 '-most EST 


jC-gmfl02220053a08al 


Method 


BLASTX 


L\ 1—1 _L \J _L 


al871184 


BLAST score 


178 


E value 


9.0e-13 


Match length 


95 




4S 


NCBI Description 


(U90439) unknown protein [Arabidopsis thai 


Seq. No. 


14519 




^]R0? 1 R1040 


5 '-most EST 


jC-gmst02400067a02dl 


Seq. No. 


14520 


Pnnf - -i rr TTl 
^wiiCLy J. i>" 


71 SO? 9 R1 040 


5 '-most EST 


g5677815 


Seq. No. 


14521 




71 R07 1 R1 OA n 


5' -most EST 


uC-gmrominsoy2 4 4 gO 6bl 


Seq. No. 


14522 


Contig ID 


31805 1.R1040 


5' -most EST 


LIB3139-052-P1-N1-B2 


Seq. No. 


14523 


Contig ID 


31810 1.R1040 


5 '-most EST 


kll701207771.hl 


Method 


BLASTX 


NCBI GI 


a2984225 


BLAST score 


441 


E value 


5.0e-43 


Match length 


242 




40 


NCBI Description 


(AE000766) enolase-phosphatase E-l [Aquife 


Seq. No. 


14524 


Contig ID 


31813 1.R1040 


5' -most EST 


zzp700835142.hl 


Seq. No. 


14525 


Contig ID 


31814 1.R1040 


5 '-most EST 


LIB3053-002-Q1-B1-D8 


Method 


BLASTX 


NCBI GI 


g2204236 


BLAST score 


655 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-69 

139 
93 

(Y13861) enoyl-ACP reductase [Nicotiana tabacum] 
14526 

31817JL.R1040 

LIB3053-002-Q1-B1-E12 

BLASTX 

gl707857 

813 

1.0e-107 

249 
78 

(Y09291) obtusifoliol 14-alpha-demethylase [Tnticum 
aestivum] 





Seq. No. 


14527 




Contig ID 


31820 1.R1040 




R'-mn^t EST 


jsh701064206.hl 




Method 


BLASTX 




NCBI GI 


gl652860 




BLAST score 


212 




E value 


2.0e-16 




Match length 


142 




% identity 


37 




NCBI Description 


(D90909) hypothetical protein [Synechocyst 




Seq. No. 


14528 




Contig ID 


31824 1.R1040 




5 T -most EST 


pxt700944664.hl 




Seq. No. 


14529 




Contig ID 


31825 1.R1040 




5 1 -most EST 


sat701013638.hl 




Method 


BLASTX 




NCBI GI 


g3947733 




BLAST score 


257 




E value 


3.0e-22 




Match length 


107 




% identity 


45 




NCBI Description 


(AJ009719) NL25 [Solanum tuberosum] 




Seq. No. 


14530 




Contig ID 


31826 1.R1040 




5 T -most EST 


rca701002360.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14531 

31843JL.R1040 

uC-gmropic088c08bl 

BLASTX 

g3341679 

1789 

0.0e+00 

445 

76 

(AC003672) dynamin-like protein phragmoplastxn 12 



2445 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
14532 

31843_2.R1040 

LIB3106-103-Q1-K1-E3 

BLASTX 

g3341679 

377 

6.0e-51 

185 

58 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



14533 

31843^3. R1040 

seb700651011.hl 

BLASTX 

g2129826 

322 

1.0e-29 

96 

66 

dynamin-like protein phragmoplastin 5 
(□36430) SDL5A [Glycine max] 



14534 

31846JL.R1040 

uC -gmr omin s o y 0 9 9b 0 7 b 1 

BLASTX 

g2980760 

242 

3.0e-20 

65 

66 

(AL022198) putative protein 



soybean >gi_1218004 



[Arabidopsis thaliana] 



14535 

31846_2.R1040 

wrg700792275.hl 

BLASTX 

g2642430 

240 

2.0e-20 

63 
68 

(AC002391) putative AP2 domain containing protein 
[Arabidopsis thaliana] 

14536 

31849_1.R1040 

LIB3053-002-Q1-B1-B11 

BLASTX 

g4455307 

175 

1.0e-12 

70 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 

(AL035528) methionyl-tRNA synthetase-like protein 
[Arabidopsis thaliana] 

14537 

31853_2,R1040 

LIB3053-001-Q1-B1-F6 

BLASTX 

g4309698 

562 

5.0e-58 

130 
81 

(AC006266) putative glucosyltransferase [Arabidopsis 
thaliana] 

14538 

31854J..R1040 

jC-gmle01810040d03al 

BLASTX 

gl351239 

443 

1.0e-43 
111 

69 

THIOREDOXIN M-TYPE PRECURSOR (TRX-M) >gi_481594_pir S38909 

thioredoxin m precursor - garden pea 

>gi_431957_emb__CAA53900__ (X76269) thioredoxin m [Pisum 
sativum] 

14539 

31854_2.R1040 

LIB3053-001-Q1-B1-F7 

BLASTX 

g4206206 

252 

2.0e-21 

108 
44 

(AF071527) putative M-type thioredoxin [Arabidopsis 
thaliana] >gi_4263039_gb_AAD15308_ (AC005142) putative 
M-type thioredoxin [Arabidopsis thaliana] 

14540 

31862JL.R1040 

LIB3106-050-Q1-K1-E9 

BLASTX 

g399212 

148 

6.0e-09 

93 

22 

ATP-DEPENDENT CLP PROTEASE ATP- BINDING SUBUNIT CLPA HOMOLOG 

CD4A PRECURSOR >gi_100189_pir A35905 CD4A protein - tomato 

>gi_170433 (M32603) ATP-dependent protease (CD4A) 
[Lycopersicon esculentum] 



2447 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



14541 

31862_2.R1040 
epx701107314.hl 

14542 

31868_1.R1040 
wvk700681054.hl 

14543 

31870_1.R1040 
pmv700889619.hl 

14544 

31871JL.R1040 

jC-gmst02400007e04dl 

BLASTX 

g4417271 

1872 

0.0e+00 

409 

88 . 

(AC007019) putative cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

14545 

31871_3.R1040 

zsg701123864.hl 

BLASTX 

g3135611 

319 

1.0e-35 

126 
63 

(AF062485) cellulose synthase [Arabidopsis thaliana] 
14546 

31873_1.R1040 
ssr700554569.hl 

14547 

31874J..R1040 

jC-gmfl02220077ellal 

BLASTX 

g3068705 

367 

2.0e-34 

229 
39 

(AF049236) unknown [Arabidopsis thaliana] 
14548 

31874_2.R1040 

LIB3106-106-Q1-K1-B12 

BLASTX 

g3068705 

201 

4.0e-15 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 f -most EST 



201 
30 

(AF049236) unknown [Arabidopsis thaliana] 



14549 

31874_3.R1040 
zhf700964756.hl 



Seq. No. 
Contig ID 
5' -most EST 



14550 

31874_4.R1040 
leu701152465.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14551 

31875_1.R1040 

LIB3053-001-Q1-B1-E7 

BLASTX 

g2252830 

527 

1.0e-53 

136 

73 

(AF013293) weak similarity to receptor protein kinase 
[Arabidopsis thaliana] 

14552 

31878JL.R1040 

jC-gmle01810004e03dl 

BLASTX 

g3355480 

161 

2.0e-14 

85 

59 

(AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14553 

31881JL.R1040 

pcp700992459.hl 

BLASTX 

g4006878 

411 

3.0e-40 

138 

57 

(Z99707) MAP3K-like protein kinase [Arabidopsis thaliana] 
14554 

31885_1.R1040 

LIB3053-001-Q1-B1-B12 

BLASTX 

g2317905 

264 

6.0e-23 

63 

81 

{CJ89959) bZIP-like protein [Arabidopsis thaliana] 



2449 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



14555 
31886JL 
LIB3139 
BLASTX 
g4455159 
1564 

1.0e-175 

363 
79 

(AL021687) 



R1040 

043-P1-N1-B5 



putative protein [Arabidopsis thaliana] 



14556 

31886_2.R1040 
vzy700756263.hl 

14557 

31897_1.R1040 

asn701134441.hl 

BLASTX 

g2062175 

926 

1.0e-100 

423 

52 

(AC001645) hypothetical protein [Arabidopsis thaliana] 
14558 

31899JL.R1040 
LIB3053-001-Q1-B1-A3 

14559 

31900J..R1040 

g5342499 

BLASTX 

g4490305 

731 

5.0e-77 

220 

64 

(AL035678) putative protein [Arabidopsis thaliana] 
14560 

31900_2.R1040 

uC-gmropic013gllbl 

BLASTX 

g4490305 

182 

3.0e-13 

74 

57 

(AL035678) putative protein [Arabidopsis thaliana] 
14561 

31900_3.R1040 
smc700747915.hl 
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CI 



Seq. No. 


14562 


Contig ID 


31909 1.R1040 


5 1 -most EST 


g5606130 


Method 


BLASTX 




g4o j / iyz 


BLAST score 


399 


E value 


2.0e-38 


Match length 


158 


% identity 




NCBI Description 


(AC006403) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


14563 


Contig ID 


31909 2.R1040 


5' -most EST 


taw700659113.hl 


Seq. No. 


14564 


Contig ID 


31911 1.R1040 


5 1 -most EST 


jsh701064107.hl 


Method 


BLASTX 


NCBI GI 


g3643602 


BLAST score 


O 1 A 
O 14 


E value 


5.0e-87 


Match length 


245 


% identity 


63 


NCBI Description 


(AC005395) putative tonoplast intrinsic protein 




[Arabidopsis thaliana] 


Seq. No. 


14565 


Contig ID 


31912 1.R1040 


5 f -most EST 


LIB3053-001-Q1-B1-D5 


Seq. No. 


14566 


Lonrig ID 


oiyoz 1.K1U4U 


5' -most EST 


jC-gmro02910019g05dl 


Seq. No. 


14567 


Lontig ID 


olyo/ 1.R1U4U 


5 '-most EST 


gsv701044878.hl 


Seq. No. 


14568 


contig id 


oiy/U 1.K1U4U 


5 r -most EST 


jC-gmst02400009h05al 


Seq. No. 


14569 


Contig ID 


31976 1.R1040 


5 T -most EST 


jC-gmfl02220055d01dl 


Seq. No. 


14570 


Contig ID 


31986 1.R1040 


5 T -most EST 


LIB3170-077-Q1-J1-H3 


Method 


BLASTX 


NCBI GI 


g2769642 


BLAST score 


343 


E value 


4.0e-32 


Match length 


88 


% identity 


73 



NCBI Description (Z97215) nine-cis-epoxycarotenoid dioxygenase [Lycopersicon 



2451 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



esculentum] 
14571 

31998_1.R1040 
jC-ginro02910025d07al 

14572 

31999JL.R1040 
jC-gmro02910074h02dl 

14573 

31999_2.R1040 
jC-gmle01810008h05dl 

14574 

32001_1.R1040 

uC-gmrominsoy219d07bl 

BLASTX 

g4510371 

421 

3.0e-41 

203 
42 

(AC007017) 
thaliana] 



putative harpin-induced protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14575 

32001_2.R1040 

uC-gmrominsoy315d01bl 

BLASTX 

g4510371 

205 

4.0e-16 

96 

40 

(AC007017) 
thaliana] 



putative harpin-induced protein [Arabidopsis 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5 T -most EST 



14576 

32001_3.R1040 

gsv701056521.hl 

BLASTX 

g4510371 

292 

2.0e-26 

120 

47 

(AC007017) putative harpin-induced protein [Arabidopsis 
thaliana] 

14577 

32001_4.R1040 
dpv701101884.hl 

14578 

32009JL.R1G40 
LIB3055-013-Q1-N1-G12 
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# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3402719 

135 

3.0e-17 

90 

53 

(AC004261) unknown protein [Arabidopsis thaliana] 
14579 

32010J..R1040 

pmv700895143.hl 

BLASTX 

g3786016 

247 

9.0e-31 

121 
62 

(AC0054 99) putative elongation factor [Arabidopsis 
thaliana] 

14580 

32013JL.R1040 

zsg701130031.hl 

BLASTX 

g2791276 

310 

3.0e-28 

77 

79 

(Z95327) Cleavage Stimulation Factor (CF-1, Polyadenylation 
Factor) 64 kD subunit [Homo sapiens] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14581 

32018_1.R1040 

LIB3107-041-Q1-K1-E5 

BIASTX 

-g4559382 

230 

9.0e-19 

198 

30 

(AC006526) 
thaliana] 



putative DNA binding protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



14582 

32019_1.R1040 
LIB3107-009-Q1-K1-G6 



Seq. No. 
Contig ID 
5' -most EST 



14583 

32019__2.R1040 
wvk700680408.hl 



Seq. No. 
Contig ID 
5' -most EST 



14584 

32019_3.R1040 
uC-gmropic073b01bl 



Seq. No. 



14585 



2453 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32021JL.R1040 

zsg701128655.hl 

BLASTX 

g3643608 

335 

4.0e-31 

106 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
14586 

32024_1.R1040 

LIB3055-013-Q1-N1-G10 

BLASTX 

g4185137 

1592 

1.0e-178 

357 

88 

(AC005724) SecY homolog [Arabidopsis thaliana] 
14587 

32029_1.R1040 

LIB3065-019-Q1-N1-H3 

BLASTN 

gl2147 

391 

0.0e+00 

648 

93 

Pea chloroplast genes for ATP synthetase subumts beta and 
epsilon (atpB and atpE) 

14588 

32029_3.R1040 

uC-gmflminsoy003b07bl 

BLASTN 

g4063569 

97 

5.0e-47 

201 

88 

Tropaeolum tricolor ATP synthase beta subunit (atpB) gene, 
chloroplast gene encoding chloroplast protein, partial cds 

14589 

32030_1.R1040 

LIB3055-013-Q1-N1-F10 

BLASTX 

g3549657 

196 

4.0e-15 

100 

40 

(AL031394) putative protein [Arabidopsis thaliana] 



Seq. No. 



14590 



2454 



Contig ID 


32033 1.R1040 


5 '-most EST 


LIB3055-013-Q1-N1-F2 


Seq. No. 


14591 


Contig ID 


32038 1.R1040 


5' -most EST 


leu701148817.hl 


Method 


BLASTX 


NCBI GI 


g2979542 


BLAST score 


480 


E value 


2.0e-48 


Match length 


115 


o j~ u.ci 1 1_ j. l. y 


74 


NCBI Description 


(AC003680) putative Ser/Thr kinase [Arabidop 


Seq. No. 


14592 


Contig ID 


32041 1.R1040 


5* -most EST 


LIB3109-016-Q1-K1-H9 


Seq. No. 


14593 


Contig ID 


32042 1.R1040 


5' -most EST 


g4293828 


Seq. No. 


14594 


Contig ID 


32042 2.R1040 


5 '-most EST 


LIB3107-082-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g2497492 


BLAST score 


212 


E value 


7.0e-32 


Match length 


150 


% identity 


57 


NCBI Description 


URIDYLATE KINASE (UK) (URIDINE MONOPHOSPHATE 



(UMP 



KINASE) >gi_1653646_dbj_BAA18558_ (D90915) 
monophosphate kinase [Synechocystis sp.] 



uridine 



Seq. No. 


14595 


Contig ID 


32053 1.R1040 


5 '-most EST 


wrg700786118.h2 


Method 


BLASTX 


NCBI GI 


gl001404 


BLAST score 


161 


E value 


2.0e-10 


Match length 


138 


% identity 


30 


NCBI Description 


(D63999) hypothetical protein 


Seq. No. 


14596 


Contig ID 


32063 1.R1040 


5' -most EST 


pxt700944871.hl 


Method 


BLASTX 


NCBI GI 


g3695388 


BLAST score 


181 


E value 


1.0e-12 


Match length 


151 


% identity 


41 


NCBI Description 


(AF096371) No definition line 



[Synechocystis sp.] 



2455 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14597 

32069_1.R1040 

LIB3055-008-Q1-N1-C7 

BLASTX 

g2541876 

472 

4.0e-47 

237 

43 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14598 

32072_1.R1040 

ejt700606213.hl 

BLASTX 

g4056494 

583 

3.0e-60 

144 

76 

(AC005896) putative protein translocase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14599 

32072_2.R1040 

jC-gmro02910010f05al 

BLASTX 

g4056494 

571 

7.0e-59 

158 

70 

(AC005896) 
thaliana] 



putative protein translocase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14600 

32072_3.R1040 

LIB3093-015-Q1-K2-C12 

BLASTX 

g4056494 

374 

5.0e-36 

90 

74 

(AC005896) 
thaliana] 



putative protein translocase [Arabidopsis 



Seq. No. 
Contig ID 
5" -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



14601 

32078_1.R1040 

pmv700892438.hl 

BLASTX 

g3121739 

253 

8.0e-22 

125 
28 



2456 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ANGIO-ASSOCIATED MIGRATORY CELL PROTEIN 

>gi 2134759_pir 139383 angio-associated migratory cell 

protein - human >gi_870803 (M95627) angio-associated 
migratory cell protein [Homo sapiens] 
>gi_4557229_ref_NP_001078 . l_pAAMP_ angio-associated, 
migratory cell protein 

14602 

32083_1.R1040 

txt700734511.hl 

BLASTX 

g3065835 

253 

9.0e-22 

100 
54 

(AF058800) putative methyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14603 

32084_1.R1040 

LIB3093-018-Q1-K1-B8 

BLASTX 

g4539444 

475 

3.0e-47 

238" 

43 . 
(AL049523) hypothetical protein [Arabidopsis thaliana] 

14604 

32086_1.R1040 

jC-gmle01810085f04al 

BLASTX 

g2497977 

557 

8.0e-57 

272 

46 

HYPOTHETICAL 30.2 KD PROTEIN IN CAPB 3 1 REGION >gi_1513082 
(U62986) ATPase [Pseudomonas fragi] 

14605 

32086_3.R1040 

LIB3138-051-Q1-N1-G3 

BLASTX 

gl709101 

209 

1.0e-16 
108 
44 

MRP PROTEIN HOMOLOG >gi_1001155_dbjJBAAl0297_ 
ATPase [Synechocystis sp.] 



(D64001) put, 



Seq. No. 
Contig ID 
5 '-most EST 



14606 

32096JL.R1040 
LIB3167-029-P1-K1-G6 



2457 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPLAST PRECURSOR (EF-G) 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14607 

32098_1.R1040 
LIB3107-026-Q1-K1-E11 

14608 

32098_2.R1040 

kmv700743382.hl 

BLASTX 

g461999 

1675 

0.0e+00 

345 

95 

ELONGATION FACTOR G, 
14609 

32110_1.R1040 
LIB3055-012-Q1-N1-E5 



14610 

32112_1.R1040 

zsg701117710.h2 

BLASTX 

g4455332 

261 

1.0e-22 

87 

54 

(AL035525) putative protein [Arabidopsxs thaliana] 
14611 

32113_1.R1040 

leu701149273.hl 

BLASTX 

g3929333 

709 

1.0e-107 

424 

49 

CYTOCHROME P450 76B1 (7-ETHOXYCOUMARIN O-DEETHYLASE) (ECOD) 
(PHENYLUREA DEALKYLASE) >gi_2370230_emb_CAA7 1054_ (Y09920) 
7-ethoxycoumarin O-deethylase [Helianthus tuberosus] 

14612 

32113_2.R1040 

zhf700959116.hl 

BLASTX 

g4008006 

635 

7.0e-99 

274 

68 

(AF084034) receptor-like protein kinase [Arabxdopsis 
thaliana] 



Seq. No. 



14613 



2458 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32113_3.R1040 

vwf700678139.hl 

BLASTX 

g4008006 

379 

1.0e-36 

91 
86 

(AF084034) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 ' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



14614 

32119JL.R1040 
LIB3055-012-Q1-N1-F6 

14615 

32125_1.R1040 

leu701156113.hl 

BLASTX 

g3643608 

362 

8.0e-47 

203 

50 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
14616 

32125_4.R1040 

jex700907439.hl 

BLASTX 

g3643608 

158 

6.0e-ll 

39 

69 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
14617 

32125_5.R1040 

ncj700984166.hl 

BLASTX 

g4415908 

142 

1.0e-08 

75 

39 

(AC006282) unknown protein [Arabidopsis thaliana] 
14618 

32125^6. R1040 

vzy700751125.hl 

BLASTX 

g3643608 

269 

5.0e-24 

67 

70 



2459 



NCBI Description 



(AC005395) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14619 

32128_1.R1040 

hrw701060081.h2 

BLASTX 

g3953471 

397 

3.0e-38 

175 

51 

(AC002328) F2202.16 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



14620 

32129JL.R104G 
hrw701058727.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14621 

32146JL.R1040 

uC-gmr opicO 4 0 f 0 3bl 

BLASTX 

g3402279 

1222 

1.0e-135 

247 

91 

(AJ000999) putative beta-subunit of K+ channels [Solanum 
tuberosum] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



14622 

32146_2.R1040 

ncj700978917.hl 

BLASTN 

g2832782 

92 

2.0e-44 

176 

88 

Egeria densa mRNA for potassium channel beta subumt 
14623 

32148_1.R1040 
LIB3109-012-Q1-K1-A2 



Seq. No. 
Contig ID 
5' -most EST 



14624 

32148_2.R1040 
LIB3170-079-Q1-K1-B7 



Seq. No. 
Contig ID 
5' -most EST 



14625 

32153_1.R1040 
LIB3055-012-Q1-N1-C3 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 



14626 

32160_2.R1040 

uC-gmf IminsoyO 34 f 0 4bl 

BLASTX 

g!865677 



2460 



BLAST score 


665 


E value 


6,0e-70 


Match length 


168 


% identity 


78 


NCBI Description 


(Y08568) trehalose-6-phosphate synthase [Arabidopsis 




thaliana] 


Seq. No. 


14627 


Contig ID 


32163 1.R1040 


5' -most EST 


LIB3106-064-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2695931 


BLAST score 


394 


E value 


4.0e-38 


Match length 


96 


% identity 


78 


NCBI Description 


(AJ22277 9) hypothetical protein [Hordeum vulgare] 


Seq, No. 


14628 


Contig ID 


32166 1.R1040 


5 f -most EST 


LIB3106-051-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2459435 




237 


E value 


6.0e-20 


Match length 


78 


% identity 


56 


NCBI Description 


(AC002332) putative serine carboxypeptidase [Arabido] 




thaliana] 


Seq, No, 


14629 


Contig ID 


32168 1.R1040 


5 '-most EST 


hyd700729809.hl 


Method 


BLASTX 


NCBI GI 


gl30718 


BLAST score 


444 


E value 


7.0e-44 


Match length 


192 



% identity 

NCBI Description 



43 

ACID PHOSPHATASE PRECURSOR 1 >giJL70370 (M83211) acid 
phosphatase type 1 [Lycopersicon esculentum] >gi_170372 
(M67474) acid phosphatase type 5 [Lycopersicon esculentum] 

>gi_445121_prf 1908427A acid phosphatase 1 [Lycopersicon 

esculentum] 



Seq. No. 

Contig ID 
5 '-most EST 



14630 

32169_1.R1040 
gsv701056223.hl 



Seq. No. 
Contig ID 
5' -most EST 



14631 

32172_1.R1040 
jC-gmst02400026g01dl 



Seq. No. 
Contig ID 
5' -most EST 



14 632 

32176_1.R1040 
uC-gmropic075hl2bl 



2461 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14633 

32186_1.R1040 

LIB3055-011-Q1-N1-E4 

BLASTX 

g3298540 

382 

1.0e-37 

113 

72 

(AC004681) unknown protein [Arabidopsis thaliana] 
14634 

32187JL.R1040 

wvk700682893.hl 

BLASTX 

gll68408 

1620 

0.0e+00 

357 

89 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 
>gi 2118268 pir S58168 f ructose-bisphosphate aldolase ( 
4.172.13) -"garden pea >gi_927507_emb_CAA6194 6_ (X89828) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 

14635 

32187_2.R1040 

g5606535 

BLASTN 

g927506 

109 

4.0e-54 
250 
89 

P. sativum mRNA for fructose-1, 
{clone aldcytl) 



EC 



6-biphosphate aldolase 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



14636 

32191_1.R1040 

LIB3109-022-Q1-K1-A5 

BLASTX 

g2754849 

1762 

0.0e+00 

401 

82 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

14637 

32191_2.R1040 

jC-gmfl02220052c01al 

BLASTX 

g3288821 

376 

8.0e-36 
113 



2462 



% identity 

NCBI Description 



76 

(AF063901) alanine rglyoxylate aminotransferase; 
transaminase [Arabiciopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14638 

32191_3.R1040 
jC-gmro02910017d08dl 

14639 

32191_9.R1040 

ncj700984383.hl 

BLASTX 

g3288821 

209 

7.0e-19 

56 
77 

(AF063901) alanine rglyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 

14640 

32192_1.R1040 

uC-gmronoir060a03bl 

BLASTX 

g4544399 

179 

5.0e-13 

73 

47 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabxdopsis 
thaliana] 

14641 

32197_1.R1040 
jC-gmfl02220081h07al 

14642 

32198JL.R1040 

LIB3056-009-Q1-N1-E7 

BLASTX 

gl431629 

738 

2.0e-78 
183 

(X99348) pectinacetylesterase precursor [Vigna radiata] 
14643 

32199_2.R1040 

rca701001083.hl 

BLASTX 

g3264757 

1724 

0 .Oe+00 

427 

76 

(AF071888) zeaxanthin epoxidase [Prunus armeniaca] 



2463 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14644 

32199_3.R1040 

LIB3107-034-Q1-K1-G5 

BLASTX 

g2129941 

178 

5.0e-13 
41 

80 ^ 
zeaxanthin epoxidase precursor - curled-leaved tobacco 
>gi_1370274_emb_CAA65048_ (X95732) zeaxanthin epoxidase 
[Nicotiana plumbagini folia] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14645 

32203_1.R1040 

uaw700661832.hl 

BLASTX 

g2462748 

1309 

1.0e-145 

271 

90 

(AC002292) putative Clathrin Coat Assembly protein 
[Arabidopsis thaliana] 



Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14646 

32207_1.R1040 

fde700874892.hl 

BLASTX 

g4049399 

639 

1.0e-66 

288 

43 

(Y09581) FR02 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



14647 

32215_1.R1040 
LIB3167-004-P1-K1-E11 



Seq. No. 
Contig ID 
5 '-most EST 



14648 

32229JL.R1040 
LIB3139-045-P1-N1-F11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14649 

32232JL.R1040 

g5607002 

BLASTX 

g421826 

891 

5.0e-96 

220 
7 5 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



2464 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14650 

32232__2.R1040 
jC-gmle01810043fllal 

14651 

32235_1.R1040 
LIB3055-010-Q1-N1-A2 

14652 

32240_1.R1040 

LIB3055-011-Q1-N1-A2 

BLASTX 

gl709039 

326 

2.0e-30 

136 

48 

MISS PROTEIN >gi_829086_dbj_BAA06729_ (D31960) unknown 
[Schizosaccharomyces pombe] 

14653 

32243_1.R1040 

uC-gmflminsoy053d04bl 

BLASTX 

g2827158 

251 

7.0e-21 

224 
30 

(AF032666) rsecS [Rattus norvegicus] 
14654 

32247JL.R1040 

LIB3139-016-P1-N1-C3 

BLASTX 

g2462832 

453 

6.0e-45 

134 

63 

(AF000657) similar to Bacillus CotA [Arabidopsis thaliana] 
14655 

32248_1.R1040 

jex700908410.hl 

BLASTX 

g2668492 

192 

2.0e-14 

64 

55 

(D89981) metal-transporting P-type ATPase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 



14656 

32248 2.R1040 



2465 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3093-035-Q1-K1-D2 

BLASTX 

g2668492 

509 

2.0e-51 

202 

52 

(D89981) metal-transporting P-type ATPase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



14657 

32253_1.R1040 
eep700864802.hl 

14658 

32261JL.R1040 

LIB3107-060-Q1-K1-D1 

BLASTX 

gl532163 

225 

3.0e-18 

91 

48 

(U63815) similar to glutaredoxin encoded by GenBank 
Accession Number Z49699; localized according to blastn 
similarity to EST sequences; therefore, the ^ coding span 
corresponds only to an area of similarity since the 
initation codon and stop c 

14659 

32261_2.R1040 
eep700867748.hl 

14660 

32280JL.R1040 
LIB3055-010-Q1-N1-F4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



14661 

32282JL.R1040 

g5606254 

BLASTX 

g4538911 

339 

1.0e-31 

113 
58 

(AL049482) hypothetical protein [Arabidopsis thaliana] 
14662 

32282_2.R1040 

LIB3055-010-Q1-N1-C2 

BLASTX 

g4538911 

345 

7.0e-37 

152 

56 



2466 



NCBI Description (AL049482) hypothetical protein [Arabidopsis thaliana] 



Seq. No* 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



14663 

32283J..R1040 
g5753386 

14664 

32284_1.R1040 

uC-gmropic063gl2bl 

BLASTX 

g3292824 

734 

3.0e-81 

225 
75 

(AL031018) putative protein [Arabidopsis thaliana] 
14665 

32287JL.R1040 
LIB3055-010-Q1-N1-C9 

14666 

32292JL.R1040 
dpv701101032.hl 

14667 

32294_1.R1040 

LIB3055-010-Q1-N1-D5 

BLASTX 

g2980789 

379 

3.0e-43 

204 

50 

(AL022197) hypothetical protein [Arabidopsis thaliana] 
14668 

32302_1.R1040 
LIB3055-010-Q1-N1-A8 

14669 

32308_1.R1040 

fC-gmle700559641f2 

BLASTX 

gl432058 

377 

3.0e-36 

141 

57 

(U58540) WRKY2 [Petroselinum crispum] 
14670 

32312_1.R1040 

g5688398 

BLASTX 

g2213643 

244 



2467 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



1.0e-20 

70 

67 

(U57338) glossyl homolog [Oryza sativa] 
14671 

32322_1.R1040 

zzp700834168.hl 

BLASTN 

g3249564 

198 

1.0e-107 

610 

83 

Vernicia fordii aquaporin mRNA, complete cds 
14672 

32322_2.R1040 

LIB3170-013-Q1-J1-D3 

BLASTN 

g3249564, 

93 

1.0e-44 

189 

87 

Vernicia fordii aquaporin mRNA f complete cds 
14673 

32322_4.R1040 

g4292371 

BLASTN 

g3249564 

54 

2.0e-21 

106 

88 

Vernicia fordii aquaporin mRNA, complete cds 
14674 

32331_1.R1040 

g5666629 

BLASTX 

g2739375 

217 

3.0e-17 

98 

53 

(AC002505) unknown protein [Arabidopsis thaliana] 
14675 

32335_2.R1040 

2hf700956364.hl 

BLASTX 

g4263791 

1912 

0.0e+00 

490 
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CD 



% identity 


77 


MO R T Flo err i nl - i r*n 
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thaliana] 


Seq. No. 


14676 


Contig ID 


32341 1.R1040 


5' -most EST 


kll701207087.hl 


Seq. No. 


14677 


Contig ID 


32343 1.R1040 


5' -most EST 


LIB3055-009-Q1-N1-G10 


Method 


BLASTX 


NCBI GI 


gl666171 


BLAST score 


420 


E value 


4.0e-43 


Match length 


108 


% identity 


81 


NCBI Description 


(Y09105) unknown [Nicotiana plumbagini folia 


Seq. No. 


14678 


Contig ID 


32344 1.R1040 


5' -most EST 


g5678164 


Method 


BLASTX 


MfRT (IT 


rrl nm 


BLAST score 


163 


E value 


6.0e-ll 


Match length 


86 


^ identity 


J / 


NCBI Description 


(D64006) auxin-induced protein [Synechocyst 


Seq. No. 


14679 


Contig ID 


32346 1.R1040 


5 '-most EST 


jex700905235.hl 


Seq. No. 


14680 


Contig ID 


32350 1.R1040 


5 '-most EST 


LIB3106-115-Q1-K1-D3 


Method 


BLASTX 






BLAST score 


660 


E value 


2.0e-69 


Match length 


167 


% identity 


1 0 


NCBI Description 


(AL022224) CTP synthase like protein [Arabi 


Seq. No. 


14681 


uontig ±u 


IO^ZlO 1 P1 DAD 


5' -most EST 


LIB3106-062-Q1-K1-E7 


Seq. No. 


14682 


Contig ID 


32352 2.R1040 


5' -most EST 


LIB3055-009-Q1-N1-D2 


Seq. No. 


14683 


Contig ID 


32355 1.R1040 


5' -most EST 


fde700874312.hl 


Method 


BLASTX 



2469 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g399307 
462 

1.0e-45 

143 
62 

PRENYL TRANSFERASE >gi_99282_pir A4 0433 prephytoene 

pyrophosphatase dehydrogenase (crtE) homolog - Cyanophora 
paradoxa >gi_336639 (M37111) prephytoene pyrophosphate 
dehydrogenase [Cyanophora paradoxa] >gi_JL016130 (U30821) 
prenyl transferase [Cyanophora paradoxa] 



Seq. No. 
Contig ID 
5' -most EST 



14684 

32355_3.R1040 
LIB3138-035-Q1-N1-G9 



Seq. No, 
Contig ID 
5" -most EST 



14685 

32360_1.R1040 
wvk700686689.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



14686 

32364_1.R1040 
LIB3055-010-Q1-N1-E9 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14687 

32367_1.R1040 

ssr700554673.hl 

BLASTX 

g3402713 

273 

5.0e-24 

128 

52 

(AC004261) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



14688 

32370JL.R1040 
asn701141520.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14689 

32376JL.R1040 

wvk700680051.h2 

BLASTX 

g3929647 

509 

1.0e-51 

134 

73 

(AJ004881) Immutans protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



14690 

32377JL.R1040 
leu701149695.hl 



Seq. No. 

Contig ID 
5 '-most EST 



14691 

32391_1.R1040 
leu701145466.hl 



2470 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



14692 

32393JL.R1040 

LIB3092-050-Q1-K1-A2 

BLASTX 

g4559334 

935 

1.0e-103 

253 

64 

(AC007087) unknown protein [Arabidopsis thaliana] 



.R1040 

-118-P1-N1-E9 



14693 
32400_1. 
LIB3139- 
BLASTX 
g2244910 
172 

3.0e-12 

61 

52 

(Z97339) unnamed protein product [Arabidopsis thaliana] 
14694 

32400_2.R1040 

LIB3107-032-Q1-K1-A3 

BLASTX 

g2244910 

186 

7.0e-14 

68 

53 

(Z97339) unnamed protein product [Arabidopsis thaliana] 
14695 

32402JL.R1040 

pcp700991340.hl 

BLASTX 

gl075616 

4 90 

3.0e-49 

257 

38 

carboxyl-terminal processing proteinase precursor - 
Synechocystis sp. (PCC 6803) >gi_493215 (L25250) protease 
[Synechocystis sp.] >giJL001562_dbj_BAA10189_ (D64000) 
carboxyl-terminal processing protease [Synechocystis sp.] 

14696 

32404JL.R1040 
bth700847129.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



14697 

32406_1.R1040 

uaw700666865.hl 

BLASTX 

g3096945 

370 
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E value 


2.0e-35 


Match length 


98 


% identity 


73 


NCBI Description 


(AL023094) putative auxin-regulated protein [Arabidopsis 




thaliana] 


Seq. No. 


14698 


Contig ID 


32409 1.R1040 


5' -most EST 


jC-gmle01810080bllal 


Method 


BLASTX 


NCBI GI 


cr2262105 


BLAST score 


578 


E value 


1.0e-59 


Match length 


138 


% identity 


75 


NCBI Description 


(AC002343) unknown protein [Arabidopsis thaliana] 


Seq. No. 


14699 


Contig ID 


32410 1.R1040 


5' -most EST 


gsv701047902.hl 


Method 


BLASTX 


NCBI GI 


gl336084 


BLAST qcore 


610 


E value 


1.0e-63 


Match length 


123 


% identity 


91 


NCBI Description 


(U56635) Arabidopsis thaliana glutamate dehydrogenase 2 




(GDH2) mRNA, complete cds . [Arabidopsis thaliana] 


Seq. No. 


14700 


Contig ID 


32411 1.R1040 


5' -most EST 


LIB3055-008-Q1-N1-H11 


Method 


BLASTX 


NCRT 




BLAST score 


405 


E value 


1.0e-39 


Match length 


129 


% identity 


56 


NCBI Description 


(AF080120) No definition line found [Arabidopsis thaliana] 


Seq. No. 


14701 


Contig ID 


32413 1.R1040 


5 f -most EST 


LIB3Q55-008-Q1-N1-H2 


Method 


BLASTX 


NCBI GI 


g!419090 




1072 


E value 


1.0e-125 


Match length 


296 


% identity 


74 


NCBI Description 


(X94 968) 37kDa chloroplast inner envelope membrane 




polypeptide precursor [Nicotiana tabacum] 


Seq. No. 


14702 


Contig ID 


32415 1.R1040 


5' -most EST 


LIB3073-019-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl!73194 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



540 

4.0e-55 

161 

56 

30S RIBOSOMAL PROTEIN S13, CHLOROPLAST PRECURSOR (CS13) 

>gi_2119093jpir S59594 ribosomal protein S13 precursor, 

chloroplast - Arabidopsis thaliana >gi__16767_emb_CAA79013_ 
(Z17611) chloroplast 30S ribosomal protein S13 [Arabidopsis 
thaliana] >gi_662869_emb_CAA8 8 028_ (Z47986) chloroplast 
ribosomal protein S13 [Arabidopsis thaliana] 
>gi_1107483__emb_CAA63021_ (X91955) 30S ribosomal protein 
S13 [Arabidopsis thaliana] >gi_1515107__emb_CAA60413_ 
(X86734) plastid ribosomal protein S13 [Arabidopsis 
thaliana] 



Seq. No. 


14703 


Contig ID 


32418 1.R1040 


5 T -most EST 


LIB3170-065-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2827633 


BLAST score 


152 


E value 


1.0e-09 


Match length 


135 


% identity 


36 


NCBI Description 


(AL021636) putative ] 


Seq. No. 


14704 


Contig ID 


32433 1.R1040 


5 1 -most EST 


rca700997242.hl 


Method 


BLASTN 


NCBI GI 


g3769670 


BLAST score 


197 


E value 


1.0e-106 


Match length 


613 


% identity 


84 


NCBI Description 


Pisum sativum Tic22 i 



protein, complete cds 



Seq. No. 
Contig ID 
5 '-most EST 



14705 

32435JL.R1040 
V4R-01-Q1-B1-A3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14706 

32442_1.R1040 

LIB3055-008-Q1-N1-D6 

BLASTX 

g!946368 

522 

2.0e-65 

190 
72 

(U93215) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 r -most EST 
Method 



14707 

32444JL.R1040 
uC-gmrominsoyO 58 g09bl 
BLASTX 



2473 



NCBI GI 


cr4559334 


BLAST score 


361 


E value 


2,0e-34 


Match length 


92 




17 


NCBI Description 


(AC007087) unknown protein [Arabidopsis thaliana] 


Seq. No, 


14708 




17 AAA 7 PI 040 


5' -most EST 


fua70l041086.hl 


Seq. No. 


14709 




32453 1 R1040 


5' -most EST 


LIB3055-008-Q1-N1-B5 


Seq. No. 


14710 




17A c if> 1 R1 040 


5' -most EST 


zsg70Tl30491.hl 


Seq. No. 


14711 


Contig ID 


32462 1.R1040 


5' -most EST 


kll701213091.hl 


Seq. No. 


14712 


Contig ID 


32463 1.R1040 


5' -most EST 


jex700903487.hl 


Method 


BLASTX 


NCBI GI 


g3600060 




J. .7*1 


E value 


1.0e-14 


Match length 


96 


% identity 


36 




yni UOUI^U J L/LJII Lci-Lilo o -LiU-LXcIjL X L_y LU pi Utclil MilaoCQ 




pkinase.hmm, score: 24.94) [Arabidopsis thaliana] 


Seq. No. 


14713 


p/\ n 4- \ in 

woiiuxy xu 


^7 A £P 1 R1 040 


5" -most EST 


LIB3055-008-Q1-N1-A10 


Seq. No. 


14714 


Contig ID 


32469 1.R1040 


5 '-most EST 


LIB3055-008-Q1-N1-A12 


Seq. No. 


14715 


Contig ID 


32469 2.R1040 


5' -most EST 


dpv701100435.hl 


Method 


BLASTX 


NCBI GI 


g4467153 


ojuft.0 1 scoive 


o f y 


E value 


3.0e-36 


Match length 


96 


% identity 


71 


NCBI Description 


(AL035540) putative thaumatin-like protein [Arabic 




thaliana] 


Seq. No. 


14716 


Contig ID 


32470JL.R1040 



2474 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



uaw700664369.hl 

BLASTX 

g3033384 

945 

1.0e-102 

256 
72 

(AC004238) putative CTP synthase [Arabidopsis thaliana] 
14717 

32473_1.R1040 

leu701152944.hl 

BLASTX 

g4539003 

160 

8.0e-ll 

106 
39 

(AL049481) putative protein [Arabidopsis thaliana] 
14718 

32475J..R1040 
jC-gmst02400014a09al 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq, No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
-NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14719 

32488_1.R1040 
uC-gmrominsoy317hl2bl 

14720 

32495JL.R1040 

jC-gmro02910064e02al 

BLASTX 

gl669341 

543 

2.0e-55 

203 
53 

(D45066) AOBP (ascorbate oxidase promoter-binding protein) 
[Cucurbit a maxima] 

14721 

32500_1.R1040 

LIB3056-010-Q1-N1-F8 

BLASTX 

gl711517 

176 

1.0e-12 

96 

38 

SIGNAL RECOGNITION PARTICLE 72 KD PROTEIN (SRP72) 
>gi_508584 (L32975) signal recognition particle 72 kDa 
subunit [Schistosoma mansoni] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



14722 

32501J..R1040 

jex700905731.hl 

BLASTN 



2475 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



gl69362 
98 

2.0e-47 

256 
90 

P. vulgaris PVPR3 protein mRNA, complete cds 
14723 

32503JL.R1040 
jC-gmfl02220058f02al 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14724 

32503_2.R1040 
pmv700892679.hl 

14725 

32515_1.R1040 

fde700871335.hl 

BLASTX 

g2911078 

181 

3.0e-13 

86 
49 

(AL021960) putative protein [Arabidopsis thaliana] 
14726 

32527_1.R1040 
LIB3055-007-Q1-N1-B8 

14727 

32528_1.R1040 

vzy700752957.hl 

BLASTX 

g4559339 

879 

1.0e-179 

473 

68 

(AC007087) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14728 

32534JL.R1040 

LIB3055-007-Q1-N1-C3 

BLASTX 

g3980396 

474 

1.0e-47 
114 
75 

(AC004561) 
thaliana] 



putative C-4 sterol methyl oxidase [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



14729 

32535JL.R1040 
LIB3055-007-Q1-N1-C4 



2476 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14730 

32538_1.R1040 

ncj700978173.hl 

BLASTX 

g3702327 

315 

7.0e-29 

107 
50 

(AC005397) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14731 

32542_1.R1040 

ssr700558945.hl 

BLASTX 

g4049341 

652 

3.0e-68 

145 

86 

(AL034567) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14732 

32542_2. R1040 

uaw700665979.hl 

BLASTN 

g4049332 

38 

4.0e-12 

70 
89 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F8B4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14733 

32547JL.R1040 

epx701108149.hl 

BLASTX 

g2832700 

142 

1.0e-08 

95 
42 

(AL021713) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14734 

32548_1.R1040 

ncj700988084.hl 

BLASTX 

g3298538 

326 

4.0e-30 

95 
65 

(AC004681) hypothetical protein [Arabidopsis thaliana] 



2477 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14735 

32548_2.R1040 
wrg700786122.h2 

14736 

32554JL.R1040 

vwf700674436.hl 

BLASTX 

g2764941 

392 

7.0e-38 

91 

74 

(X98255) transcriptionally stimulated by gibberellins; ^ 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14737 

32556_1.R1040 

pxt700944130.hl 

BLASTX 

g3335362 

160 

1.0e-10 

65 

52 

(AC003028) putative ribosomal protein S31 [Arabidopsis 
thaliana] 



Seq. No. 


14738 


Contig ID 


32575 1.R1040 


5' -most EST 


LIB3055-007-Q1-N1-A12 


Seq. No. 


14739 


Contig ID 


32585 1.R1040 


5' -most EST 


LIB3138-002-Q1-N1-F8 


Method 


BLASTX 


NCBI GI 


g3395439 


BLAST score 


245 


E value 


2.0e-20 


Match length 


74 


% identity 


66 


NCBI Description 


(AC004683) hypothetical 


Seq. No. 


14740 


Contig ID 


32585 2.R1040 


5 '-most EST 


LIB3107-008-Q1-K1-B2 


Seq. No. 


14741 


Contig ID 


32590_1.R1040 


5' -most EST 


uC-gmromins oy 2 1 0 f 1 lbl 


Method 


BLASTX 


NCBI GI 


g2649345 


BLAST score 


439 


E value 


3.0e-43 


Match length 


132 


% identity 


58 



2478 



NCBI Description (AE001019) tryptophan synthase, subunit beta (trpB-1) 
[Archaeoglobus fulgidus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14742 

32591_1-R1040 

jex700904323.hl 

BLASTX 

g4469008 

382 

7.0e-37 

126 
53 

(AL035602) UDP rhamnose — anthocyanidin-3-glucoside 
rhamnosyltransferase-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



14743 

32593_1.R1040 
LIB3055-006-Q1-N1-D4 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14744 

32597_1.R1040 

LIB3055-006-Q1-N1-D9 

BLASTX 

g2947063 

342 

6.0e-32 

191 

43 

(AC002521) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 


14745 


Contig ID 


32602 1.R1040 


5 '-most EST 


fC-gmse700676135f2 


Method 


BLASTX 


NCBI GI 


g4544473 


BLAST score 


503 


E value 


6.0e-51 


Match length 


157 


% identity 


42 


NCBI Description 


(AC006580) putative me 


Seq. N,o. 


14746 


Contig ID 


32608 1.R1040 


5 '-most EST 


txt700734859.hl 


Method 


BLASTX 


NCBI GI 


g3334133 


BLAST score 


245 


E value 


1.0e-20 


Match length 


93 


% identity 


53 


NCBI Description 


CYTOCHROME P450 8 9A2 ( 



(U61231) cytochrome 



LXXXIX) (ATH 6-1) >gi_1432145 
P450 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



14747 

32612JL.R1040 
LIB3109-018-Q1-K1-C3 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2736147 

581 

6.0e-60 

149 

66 

(AF021804) fatty acid hydroxylase Fahlp [Arabidopsrs 
thaliana] >gi_3132481 (AC003096) fatty acid hydroxylase, 
FAH1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14748 

32612_2.R1040 

jC-gmfl02220053g02al 

BLASTX 

g2736147 

325 

4.0e-30 

101 
57 

(AF021804) fatty acid hydroxylase Fahlp [Arabidopsis 
thaliana] >gi_3132481 (AC003096) fatty acid hydroxylase, 
FAH1 [Arabidopsis thaliana] 

14749 

32617_1.R1040 

LIB3139-118-P1-N1-G5 

BLASTX 

g2554767 

472 

4.0e-47 

173 

50 

Chain A, EndoEXOCELLULASE : CELLOBIOSE FROM THERMOMONOSPORA 
>gi_2554768_pdb_US4_B Chain B, EndoEXOCELLULASE: CELLOBIOSE 
FROM THERMOMONOSPORA >gi_2554821_pdb_4TF4_A Chain A, 
EndoEXOCELLULASE : CELLOPENTAOSE FROM THERMOMONOSPORA 
>gi_2554 822_pdb_4TF4_B Chain B, 

EndoEXOCELLULASE: CELLOPENTAOSE FROM THERMOMONOSPORA 
>gi_2554825_pdb_3TF4_A Chain A, 

EndoEXOCELLULASE :CELLOTRIOSE FROM THERMOMONOSPORA 
>gi_2554826_pdb_3TF4_B Chain B, 

EndoEXOCELLULASE :CELLOTRIOSE FROM THERMOMONOSPORA 
>gi_2554833_pdb_lTF4_A Chain A, EndoEXOCELLULASE FROM 
THERMOMONOSPORA >gi_2554834__pdb_lTF4__B Chain B, 
EndoEXOCELLULASE FROM THERMOMONOSPORA 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



14750 

32619_1.R1040 

LIB3055-006-Q1-N1-C9 

BLASTX 

g629592 

231 

4.0e-19 

91 

47 



NCBI Description hypothetical protein - rape 



2480 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14751 

32627_1.R1040 

LIB3167-023-P4-K4-B1 

BLASTX 

g3064039 

299 

9.0e-27 

142 

38 

(AF054445) major latex protein homolog [Mesembryanthemum 
crystallinum] 

14752 

32632JL.R1040 

zhf700954645.hl 

BLASTX 

g2065019 

499 

3.0e-50 

210 

30 

(Y09823) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14753 

32632_2.R1040 
LIB3107-041-Q1-K1-C1 

14754 

32634_1.R1040 

LIB3093-033-Q1-K1-B4 

BLASTX 

g3885328 

688 

2.0e-72 

175 

71 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

14755 

32634_2.R1040 

uC-gmrominsoyl92c07bl 

BLASTX 

g3885328 

436 

5.0e-43 

118 

66 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



14756 

32638_1.R1040 
smc700749117.hl 



Seq. No. 
Contig ID 



14757 

32640 1.R1040 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmr ominsoyl 4 4 cl lbl 

BLASTX 

g4185141 

837 

1.0e-89 
334 
51 

(AC005724) 
thaliana] 



putative calmodulin-binding protein [Arabidopsis 



Seq. No. 
Contig ID 
5 1 -most EST 



14758 

32640_2.R1040 
V4L-01-Q1-B1-C4 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14759 

32640_3.R1040 
LIB3055-006-Q1-N1-B5 

14760 

32640_4.R1040 

LIB3139-083-P1-N1-D1 

BLASTX 

g4539298 

188 

4.0e-14 

78 
44 

(AL049480) putative calmodulin-binding protein [Arabidopsis 
thaliana] 



Seq. No. 


14761 


Contig ID 


32643 1.R1040 


5 '-most EST 


zzp700833726.hl 


Method 


BLASTX 


NCBI GI 


g3493647 


BLAST score 


447 


E value 


5.0e-4 4 


Match length 


109 


% identity 


83 


NCBI Description 


(AF082531) transcription activator 


Seq. No. 


14762 


Contig ID 


32643 2.R1040 


5' -most EST 


wvk700686419.hl 


Method 


BLASTN 


NCBI GI 


g3493646 


BLAST score 


85 


E value 


7.0e-40 


Match length 


209 


% identity 


85 


NCBI Description 


Pimpinella brachycarpa transcripti 




mRNA, complete cds 


Seq. No. 


14763 


Contig ID 


32649_1.R1040 


5' -most EST 


uC-gmrominsoy067d07bl 



(MADS1) 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14764 

32650JL.R1040 
LIB3055-005-Q1-N1-H12 

14765 

32653JL.R1040 
LIB3055-005-Q1-N1-H5 

14766 

32659JL.R1040 
uC-gmrominsoy243d04bl 

14767 

32667JL.R1040 

g4290475 

BLASTX 

gl706958 

2117 

0.0e+00 

686 

79 

(U58284) cellulose synthase [Gossypium hirsutum] 
14768 

32667_2.R1040 

jC-gmst02400049a06al 

BLASTN 

g3511284 

66 

1.0e-28 

98 
92 

Populus alba x Populus tremula cellulose synthase (cell) 
mRNA, complete cds 

14769 

32668_1.R1040 

LIB3055-005-Q1-N1-F7 

BLASTX 

g3367596 

581 

6.0e-60 

237 

54 

(AL031135) putative protein [Arabidopsis thaliana] 
14770 

32670JL.R1040 

zhf700960460.hl 

BLASTX 

g4263821 

412 

1.0e-69 
243 

(AC006067) hypothetical protein [Arabidopsis thaliana] 
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# 



Seq. No. 


14 / / i 


Contig ID 


o20/Vj Z.K1U4U 


c I „ — j— noli 

5 -most EST 


crn / uuojzu / o . ii-l 


Method 


BLASTX 


NCBI GI 


g4263821 


BLAST score 


211 


E value 


1 . ue-lo 


Match length 


91 


% identity 


A G 

49 


NCBI Description 


(ACUUouo/) nypotne Licax protein [Aiauiuupai 


Seq. No. 


i /mo 

14 / 11 


Contig ID 


jZO /U o . K1U4U 


5 -most EST 


KJ.J. / UiZUDDOU . ni 


Method 


BLASTX 


NCBI GI 


g4263821 


BLAST score 


216 


E value 


2 , Oe-l / 


Match length 


83 


% identity 


58 


NCBI Description 


(ACOUouo/j nypotneuicax proiein LHxa.ij -luup^-l 


Seq. No. 


14773 


Contig ID 


326/2 1.R1U4U 


5 T -most EST 


znx /uuyoo2z4 . nx 


Method 


BLASTX 


NCBI GI 


g2789660 


BLAST score 


1086 


E value 


1 . Oe-119 


Match length 


261 


% identity 


77 


NCBI Description 


(AF040102) pl05 [Arabidopsis thaliana] 


Seq. No. 


1 A T 1 A 

14 / /4 


Contig ID 


32675 1.R1040 


5 '-most EST 


jex700905955.hl 


Seq. No. 


14775 


Contig ID 


32677 1.R1U4U 


5' -most EST 


LIB3055-005-Q1-N1-F1 


Seq. No. 


14776 


Contig ID 


32682 1.R1U4U 


5 T -most EST 


pxn /uuy4ooiy. nx 


Method 


BLASTX 


NCBI GI 


g2809246 


BLAST score 


499 


E value 


3 . Oe-50 


Match length 


143 


% identity 


64 


NCBI Description 


(AC002560) F2401.15 [Arabidopsis thaliana] 


Seq. No. 


14777 


Contig ID 


32687 1.R1040 


5 1 -most EST 


LIB3055-005-Q1-N1-E4 


Seq. No. 


14778 



2484 



Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32691JL.R1040 
LIB3092-047-Q1-K1-B3 

14779 

32691_2.R1040 
LIB3056-001-Q1-B1-B10 

14780 

32698_1.R1040 

LIB3055-005-Q1-N1-C4 

BLASTX 

gl362005 

306 

8.0e-28 

159 

48 

secY protein homolog precursor 
14781 

32702_1.R1040 
LIB3055-005-Q1-N1-C9 

14782 

32702_2.R1040 
fde700870680.hl 

14783 

32703_1.R1040 

rlr700897822.hl 

BLASTX 

g2315451 

229 

2.0e-18 
144 
30 

(AF016448) 
elegans] 



Arabidopsis thaliana 



No definition line found [Caenorhabditis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



14784 

32704JL.R1040 

taw700655703.hl 

BLASTX 

gl001430 

184 

2.0e-13 

103 
39 

(D63999) ORF1 [Synechocystis sp.] 
14785 

32706_1.R1040 

asn701141076.hl 

BLASTX 

g4093157 

443 

2.0e-43 
228 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



51 

(AF087936) phytochrome- associated protein 2 [Arabidopsis 
thaliana] 

14786 

32706_2.R1040 

rrt700645990.hl 

BLASTX 

g4093157 

336 

8.0e-42 

245 

49 

(AF087936) phytochrome-associated protein 2 [Arabidopsis 
thaliana] 

14787 

32708_1.R1040 

uC-gmrominsoy210b08bl 

BLASTX 

g3176686 

891 

3.0e-96 

208 

76 

(AC003671) Similar to high affinity potassium transporter, 
HAK1 protein gb_U22945 from Schwanniomyces occidentalis . 
[Arabidopsis thaliana] 

14788 

32716_1.R1040 

jex700909296.hl 

BLASTN 

g4164158 

265 

1.0e-147 

701 
84 

Passiflora edulis mRNA for ethylene receptor, complete cds 
14789 

32724_1.R1040 
g4288931 

14790 

32727_1.R1040 

vwf700679653.hl 

BLASTX 

gl565225 

754 

8.0e-80 

238 

65 

(X95572) salt-tolerance protein [Arabidopsis thaliana] 
14791 

32727 2.R1040 
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5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



dpv701100333.hl 

BLASTX 

gl565225 

582 

7.0e-60 
164 
71 

(X95572 



salt-tolerance protein [Arabidopsis thaliana] 



14792 

32727_3.R1040 

LIB3139-119-P1-N1-H6 

BLASTX 

gl565225 

433 

1.0e-42 

97 

80 

(X95572) salt-tolerance protein [Arabidopsis thaliana] 
14793 

32727__4.R1040 

uC-gmflminsoy082e04bl 

BLASTX 

gl565225 

259 

4.0e-22 

149 

43 

(X95572) salt-tolerance protein [Arabidopsis thaliana] 
14794 

32727J7.R1040 

zsg701120968.hl 

BLASTX 

gl565225 

197 

3.0e-15 

39 

(X95572) salt-tolerance protein [Arabidopsis thaliana] 



Seq. No. 14795 

Contig ID 32731_1 . R1040 

5' -most EST LIB3106-113-Q1-K1-A2 

Method BLASTX 

NCBI GI g508304 

BLAST score 357 

E value 2.0e-33 

Match length 82 

% identity 76 

NCBI Description (L22305) corC [Medicago sativa] 



Seq. No. 14796 

Contig ID 32738JL . R1040 

5' -most EST wrg700790321 .h2 

Method BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4056433 
447 

3.0e-44 
188 

(AC005990) Similar to anter-specif ic prolme-nch protein 
(CEX) gb_X60376 from Brassica napus . [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



14797 

32746_1.R1040 
leu701154230.hl 

14798 

32747_1.R1040 

LIB3055-004-Q1-N1-F8 

BLASTX 

gl30759 

465 

1.0e-46 

126 

68 

PROLYL ENDOPEPTI DASE ( POST-PROLINE CLEAVING ENZYME) (PE) 

>gi 108383_pir A37942 prolyl oligopeptidase (EC 3.4.21.26) 

- Pig >gi_164621 (M64227) prolyl endopeptidase [Sus scrofa] 

14799 

32755_1.R1040 

LIB3055-004-Q1-N1-G5 

BLASTX 

g4049399 

214 

4.0e-27 

106 

58 

(Y09581) FR02 [Arabidopsis thaliana] 
14800 

32758JL.R1040 
sat701003886.hl 



Seq. No. 
Contig ID 
5 '-most EST 



14801 

32771JL.R1040 
uC-gmflminsoy007h03bl 



Seq. No. 
Contig ID 
5' -most EST 



14802 

32771_3.R1040 
kll701206929.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



14803 

32774JL.R1040 

jC-gmfl02220068a09al 

BLASTX 

gl055130 

334 

6.0e-31 

169 
42 
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# 



NCBI Description 



(U39998) coded for by C. elegans cDNA yk92bll.3; coded for 
by C. elegans cDNA yk92bll.5; coded for by C. elegans cDNA 
yk78c2.5; coded for by C. elegans cDNA cm9a8; coded for by 
C. elegans cDNA yk66h8.3; coded for by C. elegans cDNA 
yk78c2.3 



Seq. No. 


1 A q n A 
X 4oU4 


Contig ID 


oZ flu 1 . K1U 4 U 


5' -most EST 


j c— gitiieuioiuu4onu lai 


Method 


BLAST A 


NCBI GI 


go /o / ozi 


BLAST score 


loo 


E value 


o . ue-14 


Matcn lengrn 


ZU4 


% identity 


oil 


NCBI Description 


(AC005167) unknown protein ! 


Seq. No. 


14 QUO 


Contig ID 


/ / o 1 . K1U4 U 


5 '-most EST 


wrg700791852.hl 


Method 


BLASTX 


NCBI GI 


g442 /UUo 


BLAST score 


1051 


E value 


1.0e-114 


Match length 


283 


% identity 


73 


NCBI Description 


(AF127664) NBD-like protein 


Seq. No. 


14806 


Contig ID 


o2/o9 1.R1U4U 


5 '-most EST 


vwf700677874.hl 


Seq. No. 


i a o a *7 

148U / 


Contig ID 


Jz / yo 1 . K1U4U 


5' -most EST 


zhf700960263.hl 


Method 


BLASTX 


NCBI GI 


g44 yu2y / 


BLAST score 


o a o 


E value 


>1 A/-v OQ 


Match length 


255 


% identity 


O / 


NCBI Description 


(AL035678) putative protein 


Seq. No. 


14808 


Contig ID 


32796_1.R1040 


5 '-most EST 


uC— gmromins oy 1 1 0 a 1 Obi 


Seq. No. 


14809 


Contig ID 


32801_1.R1040 


5' -most EST 


uC-gmflminsoy043g05bl 


Method 


BLASTX 


NCBI GI 


g4335745 


BLAST score 


475 


E value 


1.0e-61 


Match length 


283 


% identity 


45 


NCBI Description 


{AC00 6284) putative hydrola 



(contains an 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

14810 

32801_2.R1040 

uaw700666674.hl 

BLASTX 

g4335745 

167 

1.0e-ll 

71 
44 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

14811 

32802JL.R1040 

LIB3055-004-Q1-N1-A8 

BLASTX 

g2764941 

370 

4.0e-35 

98 

62 

(X98255) transcriptionally stimulated by gibberellins; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 

14812 

32805_1.R1040 

gsv701050070.hl 

BLASTX 

g3786006 

451 

1.0e-44 

152 
61 

(AC005499) hypothetical protein [Arabidopsis thaliana] 
14813 

32805__2.R1040 

fC-gmst700660978fl 

BLASTX 

g3786006 

408 

6.0e-40 

120 
65 

(AC005499) hypothetical protein [Arabidopsis thaliana] 
14814 

32810JL.R1040 

LIB3055-003-Q1-N1-G4 

BLASTX 

g4572671 

523 



2490 



E value 
Match length 
% identity 
NCBI Description 



6.0e-53 

277 

40 

(AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



14815 

32817_1.R1040 

rca700999292.hl 

BLAST N 

g984307 

59 

2.0e-24 

91 

89 

Glycine max ribosomal protein SI 6 (rpsl6) gene, partial 
cds, beta-carboxyltransferase (accD), photosystem I 
component (psal), ORF 202 protein (ORF 203), ORF 151 
protein (ORF 151), ORF 103 protein (ORF 103), ORF 229 
precurso 

14816 

32817_2.R1040 
wrg700792076.hl 

14817 

32818_1.R1040 

vzy700756728.hl 

BLASTX 

g2505872 

287 

1.0e-25 

94 

64 

(Y12227) hypothetical protein [Arabidopsis thaliana] 
14818 

32819_1.R1040 

LIB3109-022-Q1-K1-B10 

BLASTX 

g4539306 

227 

1.0e-18 

162 
39 

(AL049480) pumilio-like protein [Arabidopsis thaliana] 
14819 

32823_1.R1040 
fC-gmle700739717al 

14820 

32829_1.R1040 

xpa700797256.hl 

BLASTX 

g4417304 

931 



2491 



€1 



E value 
Match length 
% identity 
NCBI Description 



1.0e-101 

287 
57 

(AC006446) putative beta-1, 4-mannosyl-glycoprotein 
beta-1, 4-N-acetylglucosaminyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14821 

32829_2.R1040 

LIB3138-054-Q1-N1-E1 

BLASTX 

g4417304 

316 

7.0e-29 

150 

45 

(AC006446) putative beta-1, 4-mannosyl-glycoprotein 
beta-1 , 4-N-acetylglucosaminyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14822 

32833_1.R1040 

LIB3094-056-Q1-K1-B10 

BLASTN 

g3600062 

100 

8.0e-49 

428 

81 

Arabidopsis thaliana BAC T25C13 
14823 

32833_2.R1040 

uC-gmrominsoyll5e03bl 

BLASTN 

g3600062 

117 

7.0e-59 

585 
80 

Arabidopsis thaliana BAC T25C13 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14824 

32835_1.R1040 

fua701037260.hl 

BLASTX 

g4539400 

207 

3.0e-16 

121 

44 

(AL035526) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



14825 

32847 J.. R1040 

gsv701044628.hl 

BLASTX 



2492 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3759184 
1082 

1.0e-118 

284 

73 

(AB018441) phi-1 [Nicotiana tabacum] 
14826 

32847_3.R1040 

uC-gmropicO 5 9g0 9bl 

BLASTX 

g3759184 

204 

3.0e-16 

47 
79 

(AB018441) phi-1 [Nicotiana tabacum] 
14827 

32848_1.R1040 

hrw701059308.hl 

BLASTX 

gl246403 

426 

1.0e-41 

112 
72 

(X94698) TINY [Arabidopsis thaliana] >gi_3406035 (AC005405) 
TINY [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



14828 

32848_2.R1040 

uC-gmropicl 0 8 f 07bl 

BLASTX 

gl246403 

318 

3.0e-29 

123 

65 

(X94698) TINY [Arabidopsis thaliana] 
TINY [Arabidopsis thaliana] 

14829 

32850_1.R1040 
jC-gmle01810091b05al 

14830 

32850_2.R1040 
LIB3055-003-Q1-N1-B9 

14831 

32851JL.R1040 

LIB3106-043-Q1-K1-B10 

BLASTX 

g3668087 

560 

1.0e-57 



>gi_3406035 (AC005405) 



2493 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



168 
35 

(AC004667) 



hypothetical protein [Arabidopsis thaliana] 



14832 

32854_1.R1040 
LIB3055-003-Q1-N1-C12 

14833 

32860_1.R1040 
dpv701103629.hl 

14834 

32864_1.R1040 
g5606188 

14835 

32864_3.R1040 
LIB3138-010-Q1-N1-F7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14836 

32867_1.R1040 

LIB3106-071-P1-K1-E2 

BLASTX 

g2760839 

333 

7.0e-31 

92 
67 

(AC003105) putative receptor kinase 



[Arabidopsis thaliana] 



14837 

32872JL.R1040 

uC-gmflminsoy027e02bl 

BLASTX 

g3860256 

305 

8.0e-28 

85 

68 

(AC005824) putative tRNA isopentenylpyrophosphate 
transferase [Arabidopsis thaliana] 

14838 

32876_1.R1040 

LIB3055-002-Q1-B1-H9 

BLASTX 

g4567267 

485 

1.0e-48 

102 

85 

(AC006841) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 



14839 

32884 1.R1040 



2494 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



# • 

LIB3055-002-Q1-B1-G8 

BLASTX 

gll76658 

201 

1.0e-15 

70 

60 

HYPOTHETICAL 200.6 KD PROTEIN B0228.2 IN CHROMOSOME 
>gi_726363 (U23168) No definition line found 
[Caenorhabditis elegans] 



14840 

32891_1.R1040 
uC-gmropic034gl2bl 

14841 

32897JL.R1040 
asn701133301.hl 

14842 

32902_1.R1040 

seb700651803.hl 

BLASTX 

g4490748 

418 

1.0e-40 

94 

79 

(AL035708) putative protein 



[Arabidopsis thaliana] 



14843 

32902_2.R1040 

LIB3092-054-Q1-K1-G4 

BLASTX 

g4490748 

261 

1.0e-22 

62 

77 

(AL035708) putative protein [Arabidopsis thaliana] 
14844 

32905JL.R1040 
LIB3055-002-Q1-B1-E9 

14845 

32909_1.R1040 
LIB3055-002-Q1-B1-D3 

14846 

32913_1.R1040 

jC-gmle01810065g04dl 

BLASTX 

gl83250 

186 

1.0e-13 
67 



2495 



# 



% identity 


54 








\ 11 J / ^ f y J — Lax X Ct u X 


- 1 r P om o 


ocit_/Xdio j 




14847 






font 1 rr TH 


o^cpxo x • r%. x \j *i v 






S'-most EST 


uC— crmflroin^ovOOlaO 9b 1 

y 1LLX XlLLXilO \s y \J \J X CL \J ~JXJ X 






Method. 


BLASTX 






NCBI GI 


g3298544 






BLAST score 


274 






1** 1 IIP 
Hi V CLX U.C 


1.0e-23 






M^tfVi 1 ^Ttnthi 


89 






% identity 


60 






NCBI Description 


(AC004 681) unknown protein [Arabidopsis 




1 A O A O 

14o4o 






Contig ID 


32918 2.R1040 






5' -most EST 


jex700907356.hl 






Corf Mo 


14849 






Contig ID 


32919 1.R1040 






5 '-most EST 


LIB3055-002-Q1-B1-C5 








14850 






Contig ID 


32921 1.R1040 






5' -most EST 


LIB3055-002-Q1-B1-C7 






Cq/t Mo 


14851 






Contig ID 


32927 1.R1040 






5 '-most EST 


wvk700681406.h2 






C^n- Mo 
oci|i in w ♦ 


14852 






Pont" t rr T H 


32927 3.R1040 






Z) IUU5L £iOJ. 


wvk700686582.hl 








14853 








32930 1.R1040 






5 T -mnqf EST 


rlr700897236.hl 






Method 


BLASTX 






NCBI GI 


g3033386 






BLAST score 


251 






E value 


1.0e-21 






Mafrh 1 &"n ret* T~i 
nctLUii x ciiy ui 1 


97 






% identity 


44 






NCBI Description 


(AC004238) RING3-like 


protein 


[Arabidops 


Sea No 


14854 








32931 1.R1040 






■J moot. iliO 1 


LIB3055-002-Q1-B1-A1 






oecj. wo . 


14855 






uontig iu 


32936JL.R1040 






5' -most EST 


jC-gmle01810053e06al 






Method 


BLASTX 






NCBI GI 


gl653516 






BLAST score 


160 






E value 


9.0e-ll 






Match length 


49 







2496 



% identity 

NCBI Description 

Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



# 



# 



61 

(D90914) hypothetical protein [Synechocystis sp.] 
14856 

32938_1.R1040 

LIB3055-002-Q1-B1-A8 

BLASTX 

g4455362 

147 

2.0e-09 

77 

45 

(AL035524) putative protein [Arabidopsis thaliana] 
14857 

32939J..R1040 
LIB3055-002-Q1-B1-B10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



14858 

32940JL.R1040 

LIB3055-002-Q1-B1-B11 

BLASTX 

g585662 

608 

4.0e-63 

194 

61 

PEROXIDASE PRECURSOR >gi_303851_dbj_BAA03911_ 
peroxidase [Oryza sativa] 



(D16442) 



14859 

32941_1.R1040 

dpv701101376.hl 

BLASTX 

gl491710 

270 

1.0e-23 

110 

49 

(X96506) alpha subunit; forms heterodimer with NC2 
alpha/Drl [Homo sapiens] 



14860 

32941_2.R104 0 

uC-gmropicOOOlgllbl 

BLASTX 

gl491710 

165 

2.0e-ll 

53 

58 

(X96506) alpha subunit; forms 
alpha/Drl [Homo sapiens] 



heterodimer with NC2 



14861 

32951_1.R1040 
jC-gmle01810087e0 6al 



2497 



# 



O /-\ r*r "NT^k 
beq. 1NO . 


1 / Q^O 
140 VS. 




uoncig LU 






■J iUWO l_ CtOl 


T.TR^I 7)1 -C\A'\ -Ol -K1 — 




Method 


BLASTX 




NCBI GI 


gll71577 




Djjiioi score 


663 




E value 


1.0e-69 




Match length 


170 




% identity 


71 




iN^Dx uescription 


(X9534 3 ) hypersensitivity 


Seq. No. 


14863 




Contig ID 


32963JL.R1040 




0 mOSt 


eep700865650.hl 




Seq. No. 


14864 




Contig ID 


32970 1.R1040 




o inos l tibi 


LIB3055-001-Q1-B1-E10 




Seq. No. 


14865 




Contig ID 


32983 1.R1040 




d —most: hbi 


ncj700982727.hl 




Seq. No. 


14866 




Contig ID 


32985 1.R1040 




5 -most EST 


leu701144574.hl 




beq. No. 


14867 




Contxg ID 


32985 3.R1040 




o -most: hbi 


leu701156254.hl 




Seq. No. 


14868 




oonrig ijj 


32986_1.R1040 






uC-gmf IminsoyO 4 7d05bl 




Method 


BLASTX 




NCBI GI 


g3559816 




bii/ibi score 


1450 




E value 


0. 0e+00 




Match length 


477 




% identity 


86 




NCBI Description 


(Y15782) transketolase 


2 


Seq. No. 


14869 




conuig ±u 


32986 2.R1040 




C 1 _rnr\ o+- IT CP 

d —most: Utoi 


LIB3106-063-Q1-K1-F6 




Method 


BLASTX 




NCBI GI 


g3559816 




rJliAbi score 


524 




E value 


2.0e-53 




Match length 


115 




% identity 


88 




NCBI Description 


( Y15782 ) transketolase 


2 


Seq. No. 


14870 




Contig ID 


32989 1.R1040 




5 '-most EST 


kmv700740958.hl 





[Capsicum annuum] 



2498 



0 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g465535 

184 

8.0e-14 

87 
44 

HYPOTHETICAL 32.7 KD PROTEIN IN NTH2-C0Q1 INTERGENIC REGION 

>gi_626491_pir S44561 hypothetical protein YBR002c - yeast 

(Saccharomyces cerevisiae) >gi_403317_emb_CAA81271_ 
(Z26494) unknown [Saccharomyces cerevisiae] 
>gi_536188_emb_CAA84 938_ (Z35871) ORF YBR002c 
[Saccharomyces cerevisiae] >gi_4126457_dbj_BAA36577_ 
(AB013497) cis-prenyltransf erase [Saccharomyces cerevisiae] 

>gi_1582565_prf 2118405F ORF YBR0107 [Saccharomyces 

cerevisiae] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14871 

32995JL.R1040 

LIB3055-001-Q1-B1-D1 

BLASTX 

g3738302 

526 

2.0e-53 

142 

73 

(AC005309) tubby-like protein [Arabidopsis thaliana] 
>gi_4249398 (AC006072) putative tubby protein [Arabidopsis 
thaliana] 



Seq. No. 


14872 


Contig ID 


33012 1.R1040 


5' -most EST 


LIB3055-012-Q1-N1-A4 


Seq. No. 


14873 


Contig ID 


33027 1.R1040 


5' -most EST 


kll701208762.hl 


Method 


BLASTX 


NCBI GI 


g2829893 


BLAST score 


1085 


E value 


1.0e-143 


Match length 


443 


% identity 


61 


NCBI Description 


(AC002311) phosphoglucomutase 


Seq. No. 


14874 


Contig ID 


33047 1.R1040 


5 T -most EST 


gsv701055086.hl 


Method 


BLASTX 


NCBI GI 


g3877358 


BLAST score 


189 


E value 


3.0e-14 


Match length 


91 


% identity 


27 


NCBI Description 


(Z66520) similar to RBB3 like 




comes from this gene; cDNA EST 




gene; cDNA EST yk468fl0.5 come 



[Caenorhabditis elegans] 



2499 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



14875 

33054_1.R1040 

LIB3055-001-Q1-B1-A3 

BLASTX 

g3252868 

261 

3.0e-22 

119 

46 

(AF033536) putative zinc transporter [Arabidopsis thaliana] 
14876 

33057_1.R1040 

zzp700834748.hl 

BLASTX 

gl279640 

317 

4.0e-29 

76 

72 

(X92204) NAM [Petunia x hybrida] 
14877 

33069JL.R1040 

uC-gmflminsoy091a02bl 

BLASTX 

g4337025 

436 

6.0e-43 

140 

63 

(AF123253) AIM1 protein [Arabidopsis thaliana] 
14878 

33075JL.R1040 

hrw701058121.hl 

BLASTX 

g4263515 

660 

8.0e-69 

311 

47 

(AC004044) hypothetical protein [Arabidopsis thaliana] 
14879 

33075_2.R1040 
LIB3092-015-Q1-K1-D12 

14880 

33077JL.R1040 

LIB3055-003-Q1-N1-H10 

BLASTX 

gl706336 

498 

1.0e-82 

270 



2500 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



55 

UROPORPHYRINOGEN DECARBOXYLASE >gi_1001337_dbj_BAAlO824_ 
(D64006) uroporphyrinogen decarboxylase [Synechocystis sp.] 

14881 

33077_2.R1040 

g5342625 

BLASTX 

gl706336 

254 

7.0e-22 

101 

44 

UROPORPHYRINOGEN DECARBOXYLASE >gi_1001337_db j_BAA10824_ 
(D64006) uroporphyrinogen decarboxylase [Synechocystis sp . ] 

14882 

33078_1.R1040 

LIB3055-003-Q1-N1-H12 

BLASTX 

g4204095 

404 

2.0e-39 

141 

58 

(AF030260) CYP94A1 [Vicia sativa] 
14883 

33088JL.R1040 

LIB3055-008-Q1-N1-C1 

BLASTX 

g2706515 

536 

1.0e-54 

157 
68 

(Y12689) isoflavone reductase-like protein [Citrus x 
paradisi] 

14884 

33098_1.R1040 

jC-gmle01810090d07al 

BLASTX 

g4558564 

468 

1.0e-46 

157 
61 

(AC007138) predicted protein of unknown function 
[Arabidopsis thaliana] 

14885 

33100__1.R1040 
jC-gmfl02220081d07dl 

14886 

33117 1.R1040 



2501 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



fua701036956.hl 

BLASTX 

g2826882 

502 

2.0e-50 

106 

92 

(AJ223634) transcription factor IIA small subunit 
[Arabidopsis thaliana] 

14887 

33127JL.R1040 
dpv701097195.hl 

14888 

33129_1.R1040 
fde700873814.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14889 

33145JL.R1040 

sat701003746.hl 

BLASTX 

g3873408 

360 

1.0e-33 

155 

49 

(L76926) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14890 

33150JL.R104Q 

uC-gmrominsoy058el2bl 

BLASTN 

g2062705 

37 

5.0e-ll 

37 
38 

Human butyrophilin (BTF5) mRNA, complete cds 
14891 

33151_1.R1040 

gsv701050013.hl 

BLASTX 

g3122858 

591 

7.0e-68 

211 

67 

D-3-PHOSPHOGLYCERATE DEHYDROGENASE PRECURSOR 

>gi_218 9964__dbj_BAA20405_ (AB003280) Phosphoglycerate 

dehydrogenase [Arabidopsis thaliana] 

>gi_2804258_dbj_BAA24440__ (AB010407) phosphoglycerate 
dehydrogenase [Arabidopsis thaliana] 



Seq. No. 



14892 



2502 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33151_2.R1040 
seb700653251.hl 
BLASTX 
g2911042 
173 

2.0e-12 

52 

63 

(AL021961) Phosphoglycerate dehydrogenase - like protein 
[Arabidopsis thaliana] 

14893 

33155_1.R1040 

dpv701097343.hl 

BLASTX 

g2642154 

313 

1.0e-28 

161 

50 

(AC003000) unknown protein [Arabidopsis thaliana] 
>gi_3790595 (AF079186) RING-H2 finger protein RHC2a 
[Arabidopsis thaliana] 

14894 

33157_1.R1040 
LIB3056-014-Q1-N1-E10 

14895 

33159_1.R1040 

asn701142781.hl 

BLASTX 

g3176684 

334 

6.0e-31 

149 

46 

(AC003671) Contains similarity to equilibratiave nucleoside 
transporter 1 gb_U81375 from Homo sapiens. ESTs gb_N65317, 
gb_T20785, gb_AA586285 and gb_AA712578 come from this gene. 
[Arabidopsis thaliana] 

14896 

33161_1.R1040 

LIB3056-014-Q1-N1-E5 

BLASTX 

g2651308 

178 

6.0e-13 

61 
61 

(AC002336) putative myosin heavy chain [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



14897 

33169JL.R1040 
jC-gmst02400030cl2al 



2503 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2275204 

210 

2.0e-16 

66 

67 

(AC002337) 
thaliana] 



DNA binding protein isolog [Arabidopsis 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



14898 

33174_1.R1040 
vwf700676806.hl 

14899 

33175JL.R1040 

pmv700890841.nl 

BLASTX 

g2244994 

1690 

0.0e+00 

4 65 

77 

(Z97341) similarity to isp4 protein 
[Arabidopsis thaliana] 

14900 

33183JL.R1040 
LIB3056-014-Q1-N1-C9 



fission yeast 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14901 

33186_1.R1040 
LIB3139-044-P1-N1-H10 

14902 

33192_1.R1040 

LIB3056-014-Q1-N1-A2 

BLASTX 

g2739431 

242 

1.0e-20 

94 

51 

(U70368) hematopoietic-specific IL-2 deubiquitinating 
enzyme [Mus musculus] 

14903 

33196JL.R1040 

uC-gmronoir009g01bl 

BLASTX 

g3924598 

232 

3.0e-19 

113 

42 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 



Seq, No. 



14904 



2504 





^900 1 R1040 


O IUU o L III O 1 


nri700988181 hi 


Method 


DXiriD 1A 


JNUol bl 


rr^901 f>9£i 


BLAST score 


566 


E value 


2.0e-58 


Tv/T-a 4- /-^Yy "i on <T"f~ h 
l v ia XtJiiy l- 11 


140 


% identity 


7fi 


NCBI Description 


(AC004669) putative protein kinase MAP3K [Arabidops 




thaliana] 


Seq. No, 


1 A QCi R 

13 y uo 


Contig ID 


33206 1.R1040 


5' -most EST 


LIB3056-013-Q1-N1-G11 


beq. No. 


1 A QO £ 

i^± yu o 


Contig ID 


33209 1.R1040 


5' -most EST 


LIB3056-013-Q1-N1-G3 


oeq. LNO* 


14907 


LOutig iu 


^-5011 1 R1040 


d -most, ejo i 


r--rh7 OOfi R1 97 0 hi 


beq. no. 


1 4 Q0£ 


Contig iu 


^917 1 Rl 04 0 


0 ILIO S L IIjOI 


rr^R V^4 


Method 




NCBI GI 


g2688820 


BLAST score 


339 


E value 


ItUc OX 


TUT -n *l— /^i V"i T y~\ /t r*i 

LYiatcn lengLii 




% identity 


45 


NCBI Description 


(U93271) enoyl-CoA hydratase [Prunus armeniaca] 


beq. no. 


14909 


Contig ID 


33218 1.R1040 


5' -most EST 


sat701011932.hl 


beq. no. 


1 A 01 0 
1 ft 1 u 


oonuig ijj 


-31)01 Q O Rl 04 0 


D —most iLxO i 


am ^OfT? 474^4 hi 
5IuC / UU / ft / ftOft.IlX 


beq. no. 


1 4 Q1 1 
1 ft 1 


oonrig ijj 


^"^99 ^ 1 R1 040 


C 1 _ mnc 4- T? Q T 

3 ItlOSu HjOJ. 


rr-p 7 0T0 00 ^61 hi 


Metnoa 




NCBI GI 


g303729 


BLAST score 


153 


Hj value 


9 0^-ftO 


Match length 


4 fifl 
ft 00 


% identity 


Q Q 
OJ 


NCBI Description 


Jrea iukma ror bir Dinuing protein, conipicLts ou& 


Seq. No. 


14912 


Contig ID 


33226 1.R1040 


5' -most EST 


LIB3139-036-P1-N1-E11 


Method 


BLASTX 



2505 



NCBI (al 


gf± 4 DDO*± £. 


BLAST score 


385 


E value 


5.0e-37 


Match length 




% identity 


R7 


NCBI Description 


(AL035522) O-methyltransf erase- 




thaliana] 


Seq. No. 


1 A Ql ^ 
14 yio 


Contig ID 


33227 1.R1040 


5 '-most EST 


g4396936 


Seq. No. 


1 4 Q1 A 

14 yi4 


Contig ID 


33227 2.R1040 


5' -most EST 


LIB3056-013-Q1-N1-E8 


Seq. No. 


14 yiO 


Contig ID 


33234 1.R1040 


5' -most EST 


fua701037120.hl 


Seq. No. 


1 A Ql £ 

14 yio 


Contig ID 


33239 1.R1040 


5 '-most EST 


LIB3056-013-Q1-N1-D10 


Seq. No. 


14 yi / 


Contig ID 


33241 1.R1040 


5' -most EST 


trc700564588.hl 


Seq. No. 


1 A Ql P 
14 :? 1 0 


Contig ID 


OOZ4j 1.K1U4U 


5 1 -most EST 


ap v /UllUz / /o.ni 


Seq. No. 


j.4 yiy 


Contig ID 


-jQO/t >i i "Din/in 
OjZ44 1.K1U4U 


o -most EbT 


t na^n c; ^— ni *3— m —mi -nR 


LYie UilOQ. 


Dliflu X A 


NCBI GI 


g3702323 


BLAST score 


279 


E value 


2.0e-51 


Match length 


130 


% identity 


87 



NCBI Description (AC005397) 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14920 

33245_1.R1040 

LIB3056-013-Q1-N1-D6 

BLASTX 

g2262173 

486 

6.0e-49 
116 
76 

(AC002329) 
thaliana] 



NADPH thioredoxin reductase [Arabidopsis 



Seq. No. 
Contig ID 



14921 

33245 2.R1040 



2506 



.-S-'-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



CI 



jC-gmro02910019h04al 
14922 

33247_1.R1040 

eep700865442.hl 

BLASTX 

g2129698 

598 

9.0e-62 

144 

78 

protein kinase ATN1 (EC 2. 
>gi_l 0 5 4 6 3 3_ernb_CAA6 3 3 8 7_ 
[Arabidopsis thaliana] 

14923 

33247_2.R1040 
LIB3056-013-Q1-N1-D8 



7.1.-) - Arabidopsis thaliana 
(X92728) protein kinase 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



14924 

33250JL.R1040 

g4397333 

BLASTX 

g3242708 

704 

2.0e-74 

171 

77 

(AC003040) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

14925 

33251JL.R1040 

leu701149879.hl 

BLASTX 

g4544432 

304 

1.0e-27 

65 

85 

(AC006955) putative mannose-l-phosphate guanyltransf erase 
[Arabidopsis thaliana] 

14926 

33251_2.R1040 

kll701203670.h2 

BLASTX 

g4544432 

786 

7.0e-84 

242 

72 

(AC006955) putative mannose-l-phosphate guanyltransf erase 
[Arabidopsis thaliana] 

14927 

33253 1.R1040 



2507 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



uC-gmrominsoy027a03bl 

BLASTX 

g2146797 

287 

2.0e-25 

140 

24 

protein disulf ide- isomer as e (EC 5.3.4.1) - Castor bean 
>gi_1134968 (U41385) protein disulphide isomerase PDI 
[Ricinus communis] >gi_1587210__prf_2206331A protein 
disulfide isomerase [Ricinus communis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14928 

33262JL.R1040 

fC-gmse7000755416fl 

BLASTX 

g4539320 

1009 

1.0e-110 
249 
71 

(AL035679) 
thaliana] 



putative endo-1, 4-beta-glucanase [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



14929 

33264JL.R1040 
LIB3056-013-Q1-N1-C2 



Seq. No. 
Contig ID 
5' -most EST 



14930 

33264_2.R1040 
LIB3106-026-Q1-K1-F11 



Seq. No. 

Contig ID 
5' -most EST 



14931 

33272JL.R1040 
LIB3056-012-Q1-N1-H6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14932 

33273JL.R1040 

wrg700789257.h2 

BLASTX 

g2894534 

734 

7.0e-78 

162 

88 

(AJ224327) aquaporin [Oryza sativa] 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14933 

33274JL.R1040 

pxt700944513.hl 

BLASTX 

g2979494 

170 

1.0e-13 

126 
40 

(AB012138) germin-like protein [Lycopersicon esculentum] 



2508 



Seq. No. 14934 

Contig ID 33278_1 . R1040 

5' -most EST dpv701102213 .hi 

Method BLASTX 

NCBI GI g2832648 

BLAST score 345 

E value 2.0e-32 

Match length 74 

% identity 89 

NCBI Description (AL021710) membrane -bound small GTP-bmdmg - like protei 
[Arabidopsis thaliana] 

Seq. No. 14935 

Contig ID 33278_2 . R1040 

5 T -most EST uC-gmf Iminsoy025al2bl 

Method BLASTX 

NCBI GI g303740 

BLAST score 671 

E value 1.0e-70 

Match length 146 

% identity 90 

NCBI Description (D12543) GTP-binding protein [Pisum sativum] 

Seq. No. 14936 

Contig ID 33290_1.R1040 

5' -most EST trc700565955 .hi 

Method BLASTX 

NCBI GI gll99772 

BLAST score 283 

E value 8.0e-25 

Match length 136 

% identity 48 , 

NCBI Description (D83226) extensin like protein [Populus nigra] 

>gi__1199774_dbj_BAA11855_ (D83227) extensin like protein 

[Populus nigra] 

Seq. No. 14937 

Contig ID 33290_2 .R1040 

5 '-most EST jC-gmro02910068b08al 

Method BLASTX 

NCBI GI gll99772 

BLAST score 280 

E value 9.0e-25 

Match length 136 

% identity 47 t 

NCBI Description (D83226) extensin like protein [Populus nigra] 

>gi_1199774_dbj_BAAH855_ (D83227) extensin like protein 

[Populus nigra] 

Seq. No. 14938 

Contig ID 33290_3 .R1040 

5 T -most EST sat701011442 .hi 

Method BLASTX 

NCBI GI g4103618 

BLAST score 326 

E value 3,0e-30 



2509 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



143 
48 

- (AF026382) 



HyPRP [Fragaria x ananas sa] 



14939 

33290_4.R1040 

uC-gmropiclOOallbl 

BLASTX 

g629597 

163 

3.0e-ll 

34 

85 

proline-rich protein - rape >gi_545029_bbs_142669 (S68113) 
proline-rich SAC 51 [Brassica napus=oilseed rape, pods, 
Peptide, 147 aa] [Brassica napus] 

14940 

33290_5.R1040 
sat701006242.h2 

14941 

33290_6.R1040 
fua701039503.hl 

14942 

33290_7.R1040 

uC-gmropic075h09bl 

BLASTX 

g4454097 

205 

5.0e-16 

126 
38 

(X85206) hybrid proline-rich protein [Catharanthus roseus] 
14943 

33299_1.R1040 
LIB3107-041-Q1-K1-E4 

14944 

33303JL.R1040 
jC-gmro02910006al2al 

14945 

33305_1.R1040 

cle700967740.hl 

BLASTX 

g4049346 

217 

2.0e-17 

98 
46 

(AL034567) putative protein [Arabidopsis thaliana] 
14946 

33309 1.R1040 



2510 



5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jex700906690.hl 

BLASTX 

g2190547 

691 

8.0e-73 

229 
56 

(AC001229) ESTs 

gb_T43256, gbj!6316, gbJS64930, gb_AA395255, gb_AA404382 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



14947 

33313_1.R1040 
uC-gmronoir0001d02bl 



Seq. No. 
Contig ID 
5' -most EST 



14948 

33314_1.R1040 
LIB3093-057-Q1-K1-C6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14949 

33315JL.R1040 

LIB3109-057-Q1-K1-A9 

BLASTX 

g3955021 

343 

2.0e-32 

88 

75 

(AJ010811) HB2 homeodomain protein [Populus tremula x 
Populus tremuloides] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14950 

33315_2.R1040 

sat701005938.hl 

BLASTX 

g3955021 

463 

2.0e-46 

113 

77 

(AJ010811) HB2 homeodomain protein [Populus tremula x 
Populus tremuloides] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14951 

33317_1.R1040 

zhf700956458.hl 

BLASTX 

g3738297 

440 

3.0e-43 

173 

22 

(AC005309) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



14952 

33317_2.R1040 
LIB3170-081-Q1-J1-A2 



2511 



II 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



14953 

33320_1.R1040 
LIB3087-002-Q1-K1-H12 

14954 

33327_1.R1040 
smc700747773.hl 

14955 

33327_2.R1040 

LIB3056-012-Q1-N1-D7 

BLASTX 

g4417304 

177 

9.0e-13 

67 

54 

(AC006446) putative beta-1, 4-mannosyl-glycoprotexn 
beta-1, 4-N-acetylglucosaminyltransf erase [Arabidopsis 
thaliana] 

14956 

33334JL.R1040 

uC-gmropic006g!0bl 

BLASTX 

g3540207 

442 

8.0e-44 

129 

71 

(AC004260) Putative protein kinase [Arabidopsis thaliana] 
14957 

33353_1.R1040 

rlr700898766.hl 

BLASTX 

g3395436' 

638 

2.0e-66 

202 
62 

(AC004683) unknown protein [Arabidopsis thaliana] 
14958 

33353_2.R1040 

hyd700728358.hl 

BLASTX 

g3395436 

276 

2.0e-24 

110 

49 

(AC004 683) unknown protein [Arabidopsis thaliana] 
14959 

33359 1.R1040 



2512 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



g5753559 
BLASTX 
g4104933 
530 

5.0e-54 

177 

60 

(AF04234 6) putative phenylalanyl-tRNA synthetase 
beta-subunit; PheHB [Homo sapiens] 



Seq. No. 


1 & QfiO 


contig id 


jjjDI _L.r\-LUf±U 


rr t „_ DOT 1 

b -most bb 1 


onu / uui?o / dj?u .hi 


Method 


15 .brio 1A 


NCBI GI 


_,OQ Q COO Q 


BLAST score 


417 


E value 


7.0e-41 


Match lengtn 


1 1 n 


% identity 


73 


NCBI Description 


(AL-UUjO^o; alien HKc piULcxn L,n..Lci.u_na^po-L.3 


Seq. No. 


1 /I Q/-1 

14ybl 


Contig ID 


33361_2 .R1040 


5 '-most EST 


LIB31U /-UU4-yi-n.l-Al 


Method 




NCBI GI 


~o o o coon 


BLAST score 


364 


E value 


9.0e-35 


Match length 


1UU 


% identity 


/U 


NCBI Description 


(ACUUbbZo) axien— iiKe protein ^fiiciijiuujjaxo 


Seq. No, 


l4yoz 


Contig ID 


OOjOZ 1.R1U4U 


5' -most EST 


uC-gmi Iminsoy u o uo l id i 


Method 


dt t\o mv 


NCBI GI 


gl871176 


BLAST score 


212 


E value 


7.0e-17 


Match length 


101 


% identity 


45 


jnOBI Description 


fnQn^'^Q^ unknown nrnfpin fArabidoosis thai 


Seq. No. 


14963 


Contig ID 


33367 1.R1040 


5' -most EST 


kll701208503.hl 


Method 


BLASTX 


NCBI GI 


g3169172 


BLAST score 


419 


E value 


5.0e-41 


Match length 


136 


% identity 


56 


NCBI Description 


(AC004401) putative serine carboxypeptidas 


thaliana] >gi_3445214 (AC00478 6) putative 




carboxypeptidase I [Arabidopsis thaliana] 


Seq. No. 


14964 



thaliana] 



2513 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 



33372J..R1040 

zzp700834608.hl 

BLASTX 

g2244899 

1402 

1.0e-156 

440 

60 

(Z97338) similar to UFD1 protein [Arabidopsis thaliana] 
14965 

33378_1.R1040 

LIB3056-011-Q1-N1-G9 

BLASTN 

g3309259 

44 

3.0e-15 

135 

84 

Arabidopsis thaliana BAC F4H6, chromosome IV, complete 
sequence [Arabidopsis thaliana] 

14966 

33378_2.R1040 
zzp700831046.hl 

14967 

33381_1.R1040 

gsv701048544.hl 

BLASTX 

g3063699 

475 

2.0e-47 

213 

48 

(AL022537) putative grotein [Arabidopsis thaliana] 
14968 

33381_2.R1040 
uC-gmflminsoy001a06bl 

14969 

33383JL.R1040 
LIB3138-027-Q1-N1-B6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14970 

33392_1.R1040 

asn701132213.h2 

BLASTX 

g3157943 

223 

4.0e-18 

88 
55 

(AC002131) Contains similarity to BAP 31 protein gb_X81816 
from Mus musculus. [Arabidopsis thaliana] 
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14971 

33395_1.R1040 
hyd700725331.hl 
BLASTX 
g3449282 
1096 

1.0e-120 

253 
84 

(AB006139) phosphoribosylformimino-5-aminoimidazole 
carboxamide ribotide isomerase [Arabidopsis thaliana] 
>gi_344 9284_dbj_BAA32457_ (AB008929) 
N«-5' -phosphoribosyl-f ormimino-5-aminoimidazole- 
4-carboxamide ribonucleotide isomerase [Arabidopsis 
thaliana] >gi_4510353_gb_AAD21442 . 1_ (AC006921) 
phosphoribosylformimino-5-aminoimidazole carboxamide 
ribotide isomerase [Arabidopsis thaliana] 

Seq. No. 14972 

Contig ID 33401JL . R1040 

5' -most EST smc700746052 . hi 

Method BLASTX 

NCBI GI g2465008 

BLAST score 259 

E value 2.0e-22 

Match length 111 

% identity 52 

NCBI Description (AJ001445) ripening-induced protein [Fragaria vesca] 

Seq. No. 14973 

Contig ID 33403_1 . R1040 

5' -most EST LIB3056-011-Q1-N1-D11 

Method BLASTX 

NCBI GI g3327275 

BLAST score 506 

E value 3.0e-75 

Match length 229 

% identity 61 

NCBI Description (AB016002) PKn3 [Ipomoea nil] 

Seq, No. 14974 

Contig ID 33403_2 .R1040 

5 '-most EST LIB3109-009-Q1-K1-E3 

Method BLASTX 

NCBI GI g2935573 

BLAST score 208 

E value 3.0e-19 

Match length 108 

% identity 53 

NCBI Description (AF050180) KNOX class homeodomain protein [Oryza sativaj 

Seq. No. 14975 

Contig ID 33407_1 . R1040 

5 '-most EST jC-gmro02910026a01al 

Seq. No. 14976 

Contig ID 33410_1 . R1040 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



2515 



© 



5 1 -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



LIB3056-011-Q1-N1-D8 
14977 

33417_1.R1040 

LIB3106-015-Q1-K1-C5 

BLASTX 

gl707018 

523 

3.0e-53 

150 
75 

(U78721) CutA isolog [Arabidopsis thaliana] 
14978 

33417_2.R1040 

taw700655937.hl 

BLASTX 

gl707018 

421 

3.0e-42 

134 

76 

(U78721) CutA isolog [Arabidopsis thaliana] 
14979 

33421JL.R1040 

pmv700890502.hl 

BLASTX 

g2654868 

597 

5.0e-62 

148 

72 

(AF015301) RbohApl08 [Arabidopsis thaliana] 
14980 

33435JL.R1040 

LIB3139-012-P1-N1-B11 

BLASTX 

g2723496 

197 

4.0e-24 

211 

32 

(AB009972) beta-1, 4-xylosidase [Aspergillus oryzae] 
14981 

33436JL.R1040 
LIB3170-078-Q1-K1-A10 



14982 

33439__1.R1040 

LIB3167-004-P1-K1-H4 

BLASTX 

g2266985 

519 

8.0e-53 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134 
75 

(Y13943) 



MEtRS [Arabidopsis thaliana] 



14983 

33447JL.R1040 

sat701015463.hl 

BLASTN 

g3511284 

98 

1.0e-47 

182 
88 

Populus alba x Populus tremula cellulose synthase (cell; 
mRNA, complete cds 

14984 

33448JL.R1040 

uC-gmrominsoy217gl2bl 

BLASTX 

g3169883 

1761 

0.0e+00 

512 

68 

(AF033194 ) dehydroquinate dehydratase/shikimate : NADP 
oxidoreductase [Lycopersicon esculentum] >gi_3169888 

{ AFO 34 4 1 1 ) dehydroquinate dehydratase / shi kimat e : NADP 
oxidoreductase [Lycopersicon esculentum] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14985 

33455_1.R1040 
LIB3167-010-P1-K1-A5 

14986 

33467_1.R1040 

LIB3056-010-Q1-N1-E7 

BLASTX 

g3548810 

272 

1.0e-23 

238 

34 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 

14987 

33469_1.R1040 

uC-gmrominsoy048a07bl 

BLASTX 

g4262241 

331 

7.0e-31 

99 

75 

(AC006200) unknown protein [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



T> # 

14988 

33482JL.R1040 

rca701001410.hl 

BLASTX 

g3046694 

1843 

0.0e+00 

451 

72 

(AL022224) vacuolar sorting receptor-like protein 
[Arabidopsis thaliana] 

14989 

33483JL.R1040 
LIB3109-028-Q1-K1-C4 

14990 

33484JL.R104G 
smc700744913.hl 

14991 

33486JL.R1040 
zsg701127493.hl 

14992 

33489JL.R1040 

LIB3107-041-Q1-K1-A8 

BLASTX 

g2245004 

1155 

1.0e-127 

401 
57 

(297341) similarity to membrane transport protein 
[Arabidopsis thaliana] 



14993 

33493JL.R1040 

zhf 700955347. hi 

BLASTX 

g2979555 

211 

1.0e-16 

107 

42 

{AC003680) unknown protein 



[Arabidopsis thaliana] 



14994 

33494JL.R1040 

uC-gmf IminsoyO 4 5d01bl 

BLASTX 

g2547036 

222 

4.0e-18 

95 

52 

(Y13920) ribosomal protein S2 [Triticum aestivum] 
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© 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



14995 

33502_1.R1040 
sat701004354.hl 

14996 

33503_1.R1040 
LIB3056-010-Q1-N1-B9 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



14997 

33503_2.R1040 
fC-gmle700558413f2 

14998 

33503_3.R1040 
uC-gmrominsoy039dllbl 

14999 

33504__1.R1040 

gsv701044945.hl 

BLASTX 

g461753 

221 

5.0e-18 

100 

52 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

PRECURSOR >gi_419773_pir S31164 ATP-dependent ClpB 

proteinase regulatory chain homolog precursor, chloroplast 
- garden pea >gi__169128 (L09547) nuclear encoded precursor 
to chloroplast protein [Pisum sativum] 

15000 

33506JL.R1040 
LIB3056-006-Q1-N1-D9 



Seq. No. 
Contig ID 
5 '-most EST 



15001 

33507JL.R1040 
LIB3056-010-Q1-N1-C12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15002 

33511_1.R1040 

LIB3056-010-Q1-N1-C6 

BLASTX 

g4191793 

323 

9.0e-30 
193 
43 

(AC005917) 
thaliana] 



putative zinc finger protein [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



15003 

33518_1.R1040 

LIB3056-007-Q1-N1-E3 

BLASTX 

g2244757 
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BLAST score 


243 


E value 


9 no-9f! 


Match length 


1 1 Q 


% identity 




NCBI Description 


/7QT3^^^ V-iirr-irs-l-'ho-f- i na 1 nrofpi n f Ar ab>*i dODSi S ttlHlianal 


Seq. No. 




Contig ID 


oocon 1 Pi C\ACi 
jjjZU X.IS.lU'iU 


D -ItlOSTl £jO 1 


-i P-rrm^1-n9 4 n007?£=>08al 


Method 


BLASTX 


NCBI GI 


gl354849 


BLAST score 


554 


E value 


l . ue do 


Match length 


± D / 


% identity 




NCBI Description 


mcn^^r\\ qt-novt Ho huHrol 3qp l"Kf i pot* i ana tabacuml 


Seq. No. 


1 RAH c; 


Contig ID 




C f Tv.rt^i4- COT 

0 — IUOSl Cjbi 


1 on 7 OTl Zlfil 1 0 hi 


Method 


BLASTX 


NCBI GI 


gl354849 


BLAST score 


526 


E value 


i . ue o o 


Match length 


lo4 


% identity 


ol 


NCBI Description 


(U5/.3oU) epoxide nyaroiase L^- L coi-ia.iici uciuch-luilj 


Seq. No. 


1 cnnr 

loUOo 


Contig ID 


j^D^O 1.K1U4U 


5 -most EST 


t Tmi m — (IRQ- ni — — fZ9 


Method 


T> T TV o m V 

BLASTX 


NCBI GI 


g4538911 


BLAST score 


520 


E value 


z . ue— 


Match length 


OU4 


% identity 


39 


NCBI Description 


(AL049482) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 




Contig ID 


33531 1.R1040 


5 '-most EST 


LIB3056-009-Q1-N1-F7 


Seq. No. 


1 RnnQ 


Contig ID 


33534 1.R1040 


5' -most EST 


vzy700753545.hl 


Seq. No. 


iouu y 


Contig ID 


33539 1.R1040 


5' -most EST 


LIB3056-009-Q1-N1-G4 


oeq. lno . 


1 S01 0 

J. J U J. u 


Contig ID 


33546 1.R1040 


5' -most EST 


epx701104774.hl 


Seq. No. 


15011 


Contig ID 


33548_1.R1040 



2520 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 



LIB3056-009-Q1-N1-E10 

BLASTX 

g3924596 

526 

8.0e-54 
128 
76 

(AF069442) 



putative phospho-ser/thr phosphatase 



[Arabidopsis thaliana] 
15012 

33563JL.R1040 

gsv701049429.hl 

BLASTX 

gll6527 

207 

3.0e-16 

61 

59 

PROBABLE CLPP-LIKE PROTEASE (ENDOPEPTIDASE CLP) (ORF 196) 
>gi_1143166 (U32397) ClpP protease [Nicotiana tabacum] 
>gi_292427 0_emb_CAA77 422_ (Z00044) ATP-dependent protease 
proteolytic subuni [Nicotiana tabacum] 

15013 

33564_1.R1040 
LIB3056-009-Q1-N1-F5 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15014 

33568_1.R1040 
LIB3056-009-Q1-N1-C7 

15015 

33577_1.R1040 
g4290666 

15016 

33579JL.R1040 

LIB3056-009-Q1-N1-D9 

BLASTX 

g3482973 

804 

7.0e-86 

275 

66 

(AL031369) putative protein [Arabidopsis thaliana] 
15017 

33584_1.R1040 

jC-gmst02400073g04al 

BLASTX 

g3023713 

819 

1.0e-87 

174 

90 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 



2521 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 r -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



(2-PH0SPH0-D-GLYCERATE HYDRO-LYASE) (0SE1) >giJ780372 
(U09450) enolase [Oryza sativa] 

15018 

33587JL.R1040 

sat701012133.hl 

BLASTX 

g571484 

1332 

1.0e-147 

326 

78 

(U16727) peroxidase precursor [Medicago truncatula] 



15019 

33587_2.R1040 

jC-gmro02910025f08al 

BLASTN 

gl502377 

58 

1.0e-23 

178 

83 

Medicago truncatula peroxidase precursor 
complete cds 



(ripl) gene, 



15020 

33587_3.R1040 

hrw701061555.hl 

BLASTX 

g571484 

283 

2.0e-37 

104 

76 

(U16727) peroxidase precursor [Medicago truncatula] 
15021 

33588_1.R1040 
zsg701117528.h2 

15022 

33592_1.R1040 
uC-gmrominsoy027f lObl 

15023 

33596_1.R1040 
gsv701054216.hl 

15024 

33597_1.R1040 
ncj700976321.hl 

15025 

33605_1.R1040 

uC-gmrominsoyOOOlcllbl 

BLASTX 



2522 





rr^A^I 071 


BLAST score 


166 


E value 


2.0e-ll 


iXLatcn lengLii 


64 


% identity 


^0 


NLbi Description 






tnaiiana j 


Seq. No. 


iouzo 


Contig ID 




0 — IUOSt HjO i 


<an-i 700"6Qfi 094 hi 


Method 


HT 2k CITY 


NCBI GI 


g3757521 


BLAST score 


472 


E value 


o . ue— 4 / 


Match lengtn 




% identity 


yl O 
4Z 


NCBI Description 


(AoUuoio/j unknown protein 


Seq. No. 




Contig ID 


/ i pi 04 n 


0 — IllOSt HjOX 


^h-FinTTQ^S^^S hi 


Method 


J3J_LriO 1 A. 


NCBI GI 


g3420047 


BLAST score 


230 


E value 


4 » ue x y 


Match length 


1U4 


% identity 


51 


NCBI Description 


(ACUU4doU) putative prouem 


Seq. No. 


lOUZo 


Contig ID 


JOOl4 Z.K1U4U 


C I _rrl^-\ o +- TT CP 
0 -mOSt JlOl 


<5mr-7 00~74 64 Q"^ hi 


Method 




NCBI GI 


g3420047 


BLAST score 


175 


E value 


0 . ue 1 0 


Match length 


tZQ 

00 


% identity 


53 


NCBI Description 


(AC004 680) putative protein 


Seq. No. 




Contig ID 


33616 1.R1040 


5 T -most EST 


LIB3073-012-Q1-K1-B2 


Seq. No. 




Contig ID 


33618 1.R1040 


5 '-most EST 


sat701008522.hl 


Seq. No. 


15031 


LOnily 1U 


1 R1 040 


5' -most EST 


LIB3056-008-Q1-N1-G10 


Seq. No. 


15032 


Contig ID 


33630 1.R1040 


5' -most EST 


jC-gmro02910013a04al 



like protein [Arabidopsis 
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Seq. No. 
Contig ID 
5* -most EST 



€1 



15033 

33630_2.R1040 
LIB3138-083-P1-N1-F9 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



15034 

33632__1.R1040 

crh700851865.hl 

BLASTX 

g4204304 

886 

1.0e-112 

235 
77 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

15035 

33634_1.R1040 

uC-gmf lminsoy002cllbl 

15036 

33649_1.R1040 

g5606071 
BLASTX 
g4469019 
1540 

1.0e-172 

391 

79 

(AL035602) putative protein [Arabidopsis thaliana] 
15037 

33649_3.R1040 

vwf700678118.hl 

BLASTX 

g4469019 

184 

5.0e-14 

58 
62 

(AL035602) putative protein [Arabidopsis thaliana] 
15038 

33650_1.R1040 

gsv701052825.hl 

BLASTX 

g4454307 

553 

6.0e-57 

113 

87 

(AJ132763) cyclophilin [Pseudotsuga menziesii] 
15039 

33654_1.R1040 
V4R-01-Q1-B1-B12 
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# 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most .EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



15040 

33656_1.R1040 
wvk700683379.hl 

15041 

33656_2.R1040 
fde700874046.hl 

15042 

33659_1.R1040 

ncj700985806.hl 

BLASTX 

g3122367 

144 

8.0e-09 

150 

28 

LIGATIN >gi_1377880 
15043 

33659_2.R1040 
smc700747892.hl 

15044 

33661J..R1040 
LIB3139-117-P1-N1-G7 



(U58337) ligatin [Mus musculus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



15045 

33668JL.R1040 

seb700649793.hl 

BLASTX 

g3451474 

652 

4.0e-68 

216 

56 

(AL031349) conserved hypothetical protein 
[Schizosaccharomyces pombe] 

15046 

33670JL.R1040 

LIB3093-046-Q1-K1-G1 

BLASTX 

g4512699 

422 

2.0e-41 

102 

73 

(AC006569) putative NADH-ubiquinone oxireductase 
[Arabidopsis thaliana] 

15047 

33675JL.R1040 
LIB3056-008-Q1-N1-B7 



Seq. No. 
Contig ID 



15048 

33676 1.R1040 
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5 '-most EST 



LIB3139-104-P1-N1-E4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15049 

33678_1.R1040 

LIB3056-008-Q1-N1-C1 

BLASTN 

g2264314 

57 

4.0e-23 

198 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQK4, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15050 

33679_1.R1040 
fC-gmst700890233f2 
BLASTX 
g417562 
394 

2.0e-37 
260 
37 

PROTEIN-TYROSINE PHOSPHATASE YVH1 (PTPASE YVH1) 

>gi__320806_pir S31304 protein-tyrosine-phosphatase 

3.1.3.48) YVH1 - yeast (Saccharomyces cerevisiae) 
>gi_172168 (L04 673) phosphatase [Saccharomyces cerevisiae] 
>gi_557832_emb_CAA86186_ (Z38061) yvhl, len: 364, CAI : 
0.17, PVH1_YEAST Q02256 PROTEIN-TYROSINE PHOSPHATASE YVH1 
[Saccharomyces cerevisiae] 



(EC 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15051 

33679_2.R1040 

xpa700793513.hl 

BLASTX 

g2832664 

163 

6.0e-ll 

99 
37 

(AL021710) pollen-specific protein - like [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



15052 

33679_3.R1040 
bth700849288.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15053 

33684JL.R1040 

trc700561278.hl 

BLASTX 

g2582381 

165 

2.0e-ll 

97 
49 

(AF021220) cation- 



chloride co-transporter [Nicotiana 



2526 



€1 



tabacum] 



O ts L| » IN L> ■ 


15054 




^fiQS 1 R1040 


5' -most EST 


LIB3139-121-P1-N1-F2 


Method 


BLASTX 


J.NL-.DJL Ul 




biiAoi score 


7£7 


T7" Tral no 


7 Op-35 


iYtaucn JLengtn 


1 4fl 

x 'i 0 




51 


NCBI Description 


^nLUU4 Ou J J J.1 Y ML* Lilts L lual 




1JVJJ 


uonrig ±u 


^^700 i pi n4n 


5 T -most EST 


uC-gmropic070al2bl 


Method 


BLASTX 


INO.D-L oi 




Dij/ioi score 


X H. £- 


E value 


1.0e-08 


Match length 


76 


5* T T*S T -!■* t T 

-6 iQeni.iL.y 


D X 


NCBI Description 


t fir u u J. j u o j nypounetiLai 


Seq. No. 


i c n c <c 


Contig ID 


T37nn 9 di nyin 
Oj /UU Z.KXU4U 


5 -most EST 


V4K— ui-yi-Di— A / 


beg. no. 


IOUj / 


PnvvJ ! « T T""| 




5' -most EST 


6HA-01-Q1-B1-G7 


Method 


BLASTX 


WHIST PT 


g*i 1 / ooz / 


BiiAb i score 


loo 


E value 


1.0e-09 


Match length 


264 


/J /-s 4— +* T 7 

■6 luenT-lLy 


91 
Z L 


NCBI Description 


f TiT H ^ 9 £*3 \ himnf hof t pal 

Ihlujjzdj; nypotneticai 


beg. no. 


1 Rfi c;p 
IjUjO 


UOnCig 1U 


^^7np i ri rid n 


o -most hoi 


j b gmrouz ou uu^i iDuoai 


beg. no* 


IjUO 


Lontig id 


j j / 1Z 1 . J\1U^U 


5 '-most EST 


uC-gmrominsoyl87gl0bl 


Method 


BLASTX 


NLbl bl 


^/l R7 9 £7 yl 
g4 D / Z D / 4 


oijAbi score 


o / U 


E value 


4 . ue-^D 


Match length 


185 


% identity 


49 


NCBI Description 


(AC006954) unknown prot 


Seg. No. 


15060 


Contig ID 


33712 2.R1040 


5' -most EST 


LIB3139-119-P1-N1-A9 



2527 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 



BLASTX 

g4572674 

245 

1.0e-20 

126 
49 

(AC006954) 



unknown protein [Arabidopsis thaliana] 



15061 

33718JL.R1040 

LIB3056-007-Q1-N1-E6 

BLASTX 

g3953458 

838 

1.0e-89 

365 

72 

(AC002328) F20N2.3 [Arabidopsis thaliana] 
15062 

33721_1.R1040 
LIB3056-007-Q1-N1-F1 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5»-most EST 



15063 

33723JL.R1040 
kmv700741323.hl 

15064 

33726JL.R1040 

LIB3056-007-Q1-N1-C5 

BLASTX 

g3786012 

182 

2.0e-13 

48 

69 

(AC005499) putative acid phosphatase [Arabidopsis thaliana] 
15065 

33729JL.R1040 

jC-gmro02910074a01al 

BLASTX 

g3297815 

180 

4.0e-13 

50 
70 

(AL031032) putative protein [Arabidopsis thaliana] 
15066 

33730_1.R1040 
LIB3056-007-Q1-N1-D1 



Seq. No. 

Contig ID 
5' -most EST 
Method 



15067 

33731_1.R1040 

uC-gmronoir011b07bl 

BLASTX 



2528 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3850064 
431 

3.0e-42 

219 

42 

(Z97208) putative Na/H exchanger [Schizosaccharomyces 
pombe] 

15068 

33736JL.R1040 
LIB3056-007-Q1-N1-A5 

15069 

33738_1.R1040 

sat701007982.hl 

BLASTX 

gl755166 

727 

7.0e-77 

202 
70 

(U75194) germin-like protein [Arabidopsis thaliana] 
15070 

33747_1.R1040 
LIB3056-006-Q1-N1-H1 

15071 

33748JL.R1040 
g4282573 

15072 

33750_1.R1040 

LIB3056-006-Q1-N1-H2 

BLASTX 

g2435512 

294 

2.0e-33 
122 

63 ^ . , _ 
(AF024504) No definition line found [Arabidopsis thaliana J 

15073 

33758JL.R1040 

LIB3106-062-Q1-K1-C6 

BLASTX 

g4206195 

560 

2.0e-57 
178 

64 , _ 
(AF071527) hypothetical protein [Arabidopsis thaliana J 
>gi_4262169_gb_AAD14469_ (AC005275) hypothetical protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 



15074 

33758 2.R1040 



2529 




5' -most EST jC-gmle01810093g03al 



Seq. No. 


L D U / D 


Lonuig ±u 


^76Q 1 Rl 040 


D — ItlOSu HjO 1 


rMnT77 0fTfiQ1 hi 
pniv / uuo^id j j . ni 


oeq. in o . 


1 S07fi 

1JU / u 


uoiiLig J.U 


"3^770 1 R1 040 


0 -HlOSt Ejbi 


-i P— rrmQ +- n94000^7f"0fi3l 


Method 


BLASTX 


NCBI GI 


g2979559 


jDijiioi score 


^1 0 


E value 


1 0^-97 


Match, length 


D D 


% identity 


ft ft 


JNLDi L>escj-ipu.Lon 


fAfOO^fifiO^ nntsl-i vp DNA bindina Drotein TArabidopsis 




■4- Vi 1 n anal 
tnallaild, J 


oeq. iNU» 


1 c i077 


Contig ID 


oott/i t Din/in 


5 f -most EST 


jC-gmro02910026d02dl 


Method 


BLASTX 


VIpDT PT 




EsLAbi score 


£^ft 


E value 


1.0e-66 


Match length 


176 


% identity 


o y 


NCBI Description 




Seq. No. 


loU fo 


L-ontig id 


ooTpo i pi H40 


5 '-most EST 


trc /uuob^yuy.ni 


beg. wo. 


i q 


Contxg ID 


jj /oo Z . KiU4U 


5' -most EST 


pxt700944605.hl 


Method 


BLASTX 


"MOID T r* T 




tsLiAbi score 


1 4 

1"! J 


E value 


1 . ue-Uo 


Match length 


1U b 


% identity 




NCBI Description 


t^y/o44; nyponne tica.1 proi-exn L^rajjiuopoxo uiiaxj-aiicij 


beg. no. 


i ROfln 


oonrig id 


^ ^7 Q 1 PI 04 0 


5 -most EST 


LlBol / u — UU J— yi-i\X-/ilZ 


Method 


BLASTX 


NCBI GI 


g2342683 




159 


E value 


1.0e-10 


Match length 


65 


% identity 


68 


NCBI Description 


(AC000106) Contains similarity to Bos beta-mannosidas 




(gb U46067). [Arabidopsis thaliana] 


Seq. No. 


15081 



2530 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33791J..R1040 

LIB3087-003-Q1-K1-F4 

BLASTX 

g4519671 

343 

5.0e-32 

109 

64 

(AB017693) transfactor [Nicotiana tabacum] 
15082 

33791_2.R1040 

sat701014709.hl 

BLASTX 

g4519671 

304 

1.0e-27 

99 
63 

(AB017693) transfactor [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 



15083 

33792_1.R1040 
hrw701061013.hl 



Seq. No. 
Contig ID 
5 '-most EST 



15084 

33793_1.R1040 
LIB3056-006-Q1-N1-B8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



15085 

33798_1.R1040 

eep700867581.hl 

BLASTX 

g2129953 

462 

3.0e-46 

105 

74 

laccase (EC 1.10.3.2) - common tobacco >gi_1685087 (U43542) 
diphenol oxidase [Nicotiana tabacum] 

15086 

33802_1.R1040 
sat701009927.h2 



Seq. No. 
Contig ID 
5' -most EST 



15087 

33808_1.R1040 
jC-gmro02800043g09al 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



15088 

33810JL.R1040 

trc700562488.hl 

BLASTX 

g3885338 

152 

9.0e-10 
97 



2531 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq* No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



32 

(AC005623) 



unknown protein [Arabidopsis thaliana] 



15089 

33812_1.R1040 
sat701011888.hl 

15090 

33815JL.R1040 

zhf700965049.hl 

BLASTX 

g4220476 

1019 

1.0e-126 

311 
71 

(AC006069) ribophorin I-like protein [Arabidopsis thaliana] 
15091 

33820JL.R1040 
LIB3056-006-Q1-N1-B11 

15092 

33822_1.R1040 

LIB3107-067-Q1-K1-E12 

BLASTX 

gl20777 

200 

2.0e-15 

88 
45 

SUCCINATE-SEMIALDEHYDE DEHYDROGENASE (NADP+) (SSDH) 
>gi_147901 (M88334) succinic semialdehyde dehydrogenase 
[Escherichia coli] >gi_1789015 (AE000351) 
succinate-semialdehyde dehydrogenase, NADP-dependemt 
activity [Escherichia coli] 

15093 

33824JL.R1040 
g5606127 

15094 

33824_2.R1040 
LIB3139-022-P1-N1-G9 

15095 

33828_1.R1040 
jC-gmro02910022d03al 

15096 

33828_2.R1040 
uC-gmrominsoyl98f 08bl 

15097 

33828_3.R1040 
epx701106096.hl 



2532 



Seq. No. 
Contig ID 
5' -most EST 



15098 

33835_1.R1040 
jC-gmle01810041g04al 



Seq. No. 15099 

Contig ID 33835_2 .R1040 

5' -most EST asn701131538 . hi 

Method BLASTX 

NCBI GI g2462825 

BLAST score 160 

E value 1.0e-10 

Match length 41 

% identity 68 t 

NCBI Description (AF000657) contains Procite T RNP1 ? putative RNA-bmding 
region [Arabidopsis thaliana] 

Seq. No. 15100 

Contig ID 33848JL .R1040 

5 f -most EST bth700844245 . hi 

Method BLASTX 

NCBI GI g3377843 

BLAST score 94 6 

E value 1.0e-102 

Match length 301 

% identity 67 

NCBI Description (AF076274) contains similarity to rat p47 protein 
(GB:AB002086) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15101 

33849_1.R1040 

jC-gmst02400067c07al 

BLASTX 

g3036816 

252 

4.0e-21 

241 

36 

(AL022373) myosin-like protein [Arabidopsis thaliana] 



Seq. No. 15102 

Contig ID 33852J..R1040 

5' -most EST LIB3056-005-Q1-N1-F3 

Method BLASTX 

NCBI GI g2827623 

BLAST score 343 

E value 3.0e-32 

Match length 89 

% identity 74 

NCBI Description (AL021636) putative protein [Arabidopsis thaliana] 



Seq. No. 15103 

Contig ID 33856 J. . R1040 

5' -most EST LIB3056-005-Q1-N1-F8 

Method BLASTX 

NCBI GI g3157941 

BLAST score 211 

E value 2.0e-16 



2533 



Match length 

% identity 

NCBI Description 



99 
46 

(AC002131) Contains similarity to hypothetical protein 
gb_U95973 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 


15104 


Contig ID 


JJOD4 1.K1U4U 


5 -most EST 


Lidjuoo uuj yi in 1 


Method 


tjt 7\ CTY 


NCBI GI 


O /-\ /i COOT 

g2245Uo / 


BLAST score 




E value 


4 . ue-zj 


Match length 


129 


% identity 


4 / 


NCBI Description 


(Z97i4o) nypotner 


Seq. No. 


15105 


Contig ID 


33866 1.R1040 


5' -most EST 


eep700866045.hl 


Method 


BLASTX 


NCBI GI 


gl709745 


BLAST score 


655 


E value 


2.0e-80 


Match length 


288 


% identity 


52 


NCBI Description 


SERINE/THREONINE 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



iTEIN PHOSPHATASE 5 (PP5) (PROTEIN 
PHOSPHATASE T) (PPT) >gi_663080_emb_CAA54454_ (X77237) 
protein phosphatase T (PPT) [Rattus norvegicus] 

15106 

33866_2.R1040 

LIB3139-092-P1-N1-B6 

BLASTX 

g4512673 

220 

7.0e-18 

68 
71 

(AC006931) putative phosphoprotein phosphatase [Arabidopsis 
thaliana] 

15107 

33869_1.R1040 
smc700749524.hl 

15108 

33873_1.R1040 

LIB3056-003-Q1-N1-G11 

BLASTX 

g4336426 

164 

3.0e-ll 

55 

56 

(AF090835) Ca2+-dependent protein kinase [Mesembryanthemum 
crystallinum] 



2534 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15109 

33873__2.R1040 

bth700848422.hl 

BLASTX 

g3283996 

175 

1.0e-12 

67 
51 

(AF072908) calcium-dependent protein kinase [Nicotiana 
tabacum] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15110 

33874_1.R1040 

jC-gmfl02220063allal 

BLASTX 

g4191396 

487 

2.0e-55 

362 
39 

(AF096304) putative sterol reductase SR-1 [Homo sapiens] 
>gi_4191403 (AF096303) putative sterol reductase SR-1 [Homo 
sapiens] 



Seq. No. 

Contig ID 
5' -most EST 



15111 

33878J..R1040 
sat701014304.hl 



Seq. No. 
Contig ID 
5' -most EST 



15112 

33878_2.R1040 
sat701005564.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15113 

33879_1.R1040 

LIB3093-022-Q1-K1-E12 

BLASTX 

gl29808 

1242 

1.0e-137 

319 
77 

CATIONIC PEROXIDASE 2 
peroxidase (EC 1.11 



PRECURSOR >gi_99873_pir B38265 

7) precursor, cationic (clone PNC2) 

peanut >gi_166475 (M37637) cationic peroxidase [Arachis 
hypogaea] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15114 

33881JL.R1040 

jC-gmst02400071d08al 

BLASTX 

g4220477 

247 

1.0e-20 

102 

43 

(AC006069) unknown protein [Arabidopsis thaliana] 



2535 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



15115 

33883_1.R1040 

zhf700951986.hl 

BLASTX 

g3149952 

1754 

0.0e+00 

514 

68 

(AB010259) DRH1 



[Arabidopsis thaliana] 



15116 

33893_1.R1040 

LIB3092-034-Q1-K1-C1 

BLASTX 

g4510376 

498 

9.0e-50 

379 

36 

(AC007017) unknown protein [Arabidopsis thaliana] 
15117 

33893_2.R1040 

uC-gmflminsoy045bl2bl 

BLASTX 

g4510376 

287 

9.0e-26 

87 

59 

(AC007017) unknown protein [Arabidopsis thaliana] 
15118 

33893_3.R1040 

uC-gmropic059g01bl 

BLASTX 

g4510376 

145 

5.0e-09 

41 

63 

(AC007017) unknown protein [Arabidopsis thaliana] 
15119 

33898_1.R1040 
LIB3056-004-Q1-N1-H11 

15120 

33899_1.R1040 

sat701003784.hl 

BLASTX 

g4455270 

198 

5.0e-15 
55 



2536 



% identity 


64 


NCBI Description 


(AL035527) putative protein [Arabidopsis thaliana] 


Seq. No. 


15121 


Contig ID 


33899 2.R1040 


5' -most EST 


jC-gmfl02220125f05al 


Seq, No. 


15122 


Contig ID 


33900 1.R1040 


5' -most EST 


fC-gmro700748571a2 


Seq. No. 


15123 


Contig ID 


33902 1.R1040 


5' -most EST 


LIB3106-009-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


a2795809 


BLAST score 


1173 


E value 


1.0e-129 


Match length 


257 


% identity 


82 


NCBI Description 


(AC003674) putative expansin [Arabidopsis thaliana] 


Seq. No. 


15124 


Contig ID 


33902 2.R1040 


S'-most EST 


sat701003023.hl 


Method 


BLASTX 


NCBI GI 


g3461837 


BLAST score 


703 


U vai 




Match length 


150 


% identity 


81 


NCBI Description 


(AC005315) putative expansin [Arabidopsis thaliana] 




>gi_3927842 (AC005727) expansin At Ex 6 [Arabidopsis 




thaliana] 


Seq. No. 


15125 


Contig ID 


33902 3.R1040 


5 '-most EST 


pcp700992585.hl 


Method 


BLASTX 


NCBI GI 


a2795809 


BLAST score 


150 


E value 


9.0e-10 


Match length 


70 


% identity 


70 


NCBI Description 


(AC003674) putative expansin [Arabidopsis thaliana] 


Seq. No. 


15126 


Contig ID 


33911 1.R1040 


5' -most EST 


trc700561366.hl 


Method 


BLASTX 


NCBI GI 


gl432056 


BLAST score 


584 


E value 


5.0e-60 


Match length 


332 


% identity 


47 


NCBI Description 


(U56834) WRKY3 [Petroselinum crispum] 



2537 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15127 

33911_2.R1040 

LIB3093-016-Q1-K1-H6 

BLASTX 

gl432056 

221 

1.0e-17 

52 
75 

(U56834) WRKY3 [Petroselinum crispum] 
15128 

33911_3.R1040 

jC-gmst02400049c05al 

BLASTX 

g!432056 

188 

6.0e-14 

127 

39 

(U56834) WRKY3 [Petroselinum crispum] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15129 

33911_4.R1040 
pmv700889957.hl 

15130 

33915_1.R1040 

LIB3139-013-P1-N1-B5 

BLASTX 

g2492863 

1170 

1.0e-128 

425 
54 

ORNITHINE AMINOTRANSFERASE (ORNITHINE — OXO-ACID 
AMINOTRANSFERASE) >gi_4416517_gb_AAB18259_ (U74303) 
ornithine transaminase [Emericella nidulans] 



Seq. No. 
Contig ID 
5 '-most EST 



15131 

33918_1.R1040 
kll701209378.hl 



Seq. No. 
Contig ID 
5' -most EST 



15132 

33918_2.R1040 
uC-gmrominsoy057b02bl 



Seq. No. 
Contig ID 
5' -most EST 



15133 

33918_3.R1040 
leu701156453.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



15134 

33919_1.R1040 

LIB3056-004-Q1-N1-G1 

BLASTX 

g2262116 

401 
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# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



6.0e-53 

324 

40 

(AC002343) cellulose synthase isolog [Arabidopsis thaliana] 
15135 

33927_1.R1040 

g4437151 

BLASTX 

g3695059 

436 

3.0e-43 

122 

72 

(AF064787) rac GTPase activating protein 1 [Lotus 
japonicus] 

15136 

33932J..R1040 
LIB3056-004-Q1-N1-E11 



Seq. No. 
Contig ID 
5 '-most EST 



15137 

33932_2.R1040 
vzy700755326.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15138 

33935_1.R1040 

LIB3106-096-Q1-K1-C7 

BLASTX 

g3080433 

582 

5.0e-65 
226 
59 

(AL022605) 
thaliana] 



putative gamma-glut amyltransf erase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



15139 

33941_1.R1040 

jC-gmro02910026g01dl 

BLASTX 

g2642154 

336 

5.0e-31 

121 

53 

(AC003000) unknown protein [Arabidopsis thaliana] 
>gi_3790595 (AF07 9186) RING-H2 finger protein RHC2a 
[Arabidopsis thaliana] 

15140 

33942JL.R1040 

LIB3056-004-Q1-N1-F10 

BLASTX 

g4510371 

248 

5.0e-21 
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Match length 92 
% identity 58 

NCBI Description (AC007017) putative 
thaliana] 




harpin- induced protein [Arabidopsis 



Seq. No. 15141 

Contig ID 33946JL . R1040 

5' -most EST epx701110486 . hi 

Method BLASTX 

NCBI GI g4056490 

BLAST score 266 

E value 4.0e-23 

Match length 94 

% identity 57 _ t . 

NCBI Description (AC005896) hypothetical protein [Arabidopsis thaliana J 



Seq. No. 15142 

Contig ID 33950_1 .R1040 

5 T -most EST dpv701103437 .hi 



15143 

33971J..R1040 
LIB3093-018-Q1-K2-D4 
BLASTX 
g4512670 
170 

7.0e-12 
130 
32 

(AC006931) putative cytochrome P450 [Arabidopsis thaliana] 

Seq. No. 15144 

Contig ID 33972_1 .R1040 

5' -most EST LIB3056-004-Q1-N1-C1 

Method BLASTX 

NCBI GI g4580519 

BLAST score 1004 

E value 1.0e-109 

Match length 358 

% identity 59 , 
NCBI Description (AF036303) scarecrow-like 6 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 15145 

Contig ID 33974JL.R1040 

5' -most EST gsv701048675 . hi 



Seq. No. 15146 

Contig ID 33978_1.R1040 

5 '-most EST eep700869926.hl 

Method BLASTX 

NCBI GI g4309732 

BLAST score 214 

E value 7.0e-17 

Match length 65 

% identity 63 

NCBI Description (AC006439) hypothetical protein [Arabidopsis 
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Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15147 

33979JL.R1040 
jsh701068392.hl 

15148 

33980JL.R1G40 
g4260051 

15149 

33981JL.R1040 
LIB3056-003-Q1-N1-H6 

15150 

33989_1.R1040 

LIB3107-003-Q1-K1-G3 

BLASTX 

g2828296 

2503 

0.0e+00 

549 

62 

(AL021687) RNase L inhibitor [Arabidopsis thaliana] 
15151 

33990_1.R1040 
LIB3072-027-Q1-E1-H6 

15152 

33990_2.R1040 
LIB3072-027-Q1-E1-H4 

15153 

33994JL.R1040 
LIB3056-003-Q1-N1-F12 

15154 

33997_1.R1040 
LIB3056-003-Q1-N1-F5 

15155 

34002JL.R1040 
LIB3167-078-P1-K2-H4 

15156 

34020JL.R1040 
leu701145205.hl 



15157 

34027JL.R1040 

uC-gmrominsoyl23b05bl 

BLASTX 

gl665817 

382 

3.0e-36 

199 

41 

(D87466) Similar to S. 



cerevisiae hypothetical protein L3111 
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Seq. No* 
Contig ID 
5 '-most EST 

Seq- No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(S59316) [Homo sapiens] 
15158 

34033_1.R1040 
trc700562274.hl 

15159 

34033_2.R1040 
LIB3139-026-P1-N1-G4 

15160 

34042JL.R1040 

uC-gmropic058bl2bl 

BLASTX 

g2842424 

498 

1.0e-52 

158 

66 

(AJ223948) RNA helicase [Homo sapiens] 
15161 

34043_1.R1040 

hyd700729495.hl 

BLASTX 

gl402918 

878 

1.0e-94 

215 
80 

(X98320) peroxidase [Arabidopsis thaliana] 
>gi_1429215_emb_CAA67310_ (X98774) peroxidase ATP 6a 
[Arabidopsis thaliana] 

15162 

34043_2.R1040 

uC-gmronoir053a08bl 

BLASTX 

gl402918 

289 

8.0e-31 

86 

84 

(X98320) peroxidase [Arabidopsis thaliana] 
>giJL429215_emb_CAA67310_ (X987 74) peroxidase ATP 6a 
[Arabidopsis thaliana] 

15163 

34050JL.R1040 

epx701109062.hl 

BLASTX 

g418754 

566 

4.0e-58 

249 
49 

catechol oxidase {EC 1.10.3.1) precursor - fava bean 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15164 

34051_1.R1040 

uC-gmrominsoyl39h02bl 

BLASTX 

g3868857 

441 

2.0e-43 

124 

73 

(AB013886) RAVI [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



15165 

34054_1.R1040 
LIB3056-003-Q1-N1-B12 



Seq. No. 
Contig ID 
5 T -most EST 



15166 

34057_1.R1040 
sat701003814.hl 



Seq. No. 
Contig ID 
5 '-most EST 



15167 

34058JL.R1040 
LIB3056-003-Q1-N1-B5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15168 

34062_1.R1040 

g5058508 

BLASTX 

g3482979 

205 

1.0e-15 

92 

41 

(AL031369) putative protein [Arabidopsis thaliana] 
>gi_4567258_gb_AAD23672.1_AC007070_21 (AC007070) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



15169 

34062_2.R1040 
leu701148831.hl 



Seq. No. 
Contig ID 
5' -most EST 



15170 

34062_3.R1040 
zsg701118642.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15171 

34064_1.R1040 

LIB3107-080-Q1-K1-G10 

BLASTX 

g2160182 

177 

2.0e-12 

148 

34 

(AC000132) ESTs gb_ATTS1236, gb_T43334 , gb_N97019, gb_AA395203 
come from this gene. [Arabidopsis thaliana] 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -mo st EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



15172 

34064_2.R1040 
g5606637 

15173 

34064_4.R1040 
xpa700797687.hl 

15174 

34075J..R1040 

zhf700960194.hl 

BLASTX 

g3367521 

356 

2.0e-33 

225 
10 

(AC004392) Similar to gb_U08285 membrane-associated 

salt-inducible protein from Nicotiana tabacum. ESTs 

gb T44131 and gb_T04378 come from this gene. [Arabidopsis 

thaliana] 

15175 

34081_1.R1040 

fua701040809.hl 

BLASTX 

g584862 

417 

9.0e-41 

141 
59 

CYTOCHROME P450 71A3 (CYPLXXIA3) (P-450EG3) 

>gi 480397_pir S36807 cytochrome P450 71A3 - eggplant 

(fragment) >gi_4 08142_emb_CAA50313_ (X70982) P450 
hydroxylase [Solanum melongena] 

15176 

34087JL.R1040 

sat701013090.hl 

BLASTN 

g2244741 

34 

2.0e-09 

46 

93 

Antirrhinum majus mRNA for bZIP DNA-binding protein, 1095 
bp 

15177 

34087_2.R1040 

uaw700667012.hl 

BLASTN 

g4457220 

34 

2.0e-09 

50 

92 
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NCBI Description Capsicum chinense putative bZIP DNA-binding protein mRNA, 
complete cds 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



15178 

34102JL. R1040 

g3258668 

BLASTN 

g984755 

111 

3.0e-55 

111 

100 

O.sativa mRNA for chilling-inducible protein 
15179 

34102_2.R1040 

LIB3056-002-Q1-B1-D8 

BLASTX 

g4204300 

198 

2.0e-15 

64 

61 

(AC003027) Unknown protein [Arabidopsis thaliana] 
15180 

34109_1.R1040 
trc700568330.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



15181 

34110_1.R1040 
uC-gmronoir064bl2bl 

15182 

34111JL.R1040 
LIB3056-002-Q1-B1-D12 



Seq. No. 
Contig ID 
5 '-most EST 



15183 

34116_1.R1040 
LIB3094-017-Q1-K1-C7 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



15184 

34117JL.R1040 

ncj700979323.hl 

BLASTX 

g3176726 

801 

9.0e-86 

206 

72 

(AC002392) putative serine proteinase [Arabidopsis 
thaliana] 

15185 

34125JL.R1040 
LIB3056-002-Q1-B1-D1 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



15186 

34127_1.R1040 

epx701110255.hl 

BLASTX 

g2462828 

548 

1.0e-71 

232 
57 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
15187 

34127_2.R1040 

pmv700891261.hl 

BLASTX 

g2462828 

201 

9.0e-16 

60 
60 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
15188 

34128JL.R1040 

LIB3056-002-Q1-B1-B7 

BLASTX 

g3047125 

155 

4.0e-10 

72 
51 

(AF058919) No definition line found [Arabidopsis thaliana] 
15189 

34128_2.R1040 
LIB3170-006-Q1-J1-F4 

15190 

34132_1.R1040 

xpa700792563.hl 

BLASTX 

g3135611 

147 

4.0e-09 

93 
45 

(AF062485) cellulose synthase [Arabidopsis thaliana] 
15191 

34155JL.R1040 

uC-gmropic045el0bl 

BLASTX 

gl717755 

310 

3.0e-28 

98 

60 
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NCBI Description 



Seq. No. 

Contig ID 

5' -most EST - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



TROPINONE REDUCTASE HOMOLOG (P29X) >gi_539028_pir C48674 

tropinone reductase homolog - jimsonweed >gi_424158 
(L20475) 29kDa protein; high homology to aa sequence of 
tropinone reductases [Datura stramonium] 

15192 

34164JL.R1040 

LIB3139-062-P1-N1-B4 

BLASTX 

g4559333 

156 

2.0e-15 

92 
32 

(AC007087) unknown protein [Arabidopsis thaliana] 
15193 

34175JL.R1040 
pcp700993918.hl 

15194 

34179_1.R1040 
uC-gmropic096h08bl 

15195 

34179_3.R1040 
zsg701129478.hl 

15196 

34180_1.R1040 
wvk700683579.hl 

15197 

34180_2.R1040 

LIB3093-015-Q1-K1-A2 

BLASTN 

g3128136 

35 

5.0e-10 

147 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K1F13, complete sequence [Arabidopsis thaliana] 

15198 

34181_1.R1040 

uC-gmropic037bl2bl 

BLASTX 

g4415914 

223 

3.0e-18 

79 

56 

(AC006282) unknown protein [Arabidopsis thaliana] 
15199 

34188 1.R1040 
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5 '-most EST 



# 

LIB3056-001-Q1-B1-C8 





15200 


uontig iu 


"34904 1 R1 040 


5' -most EST 


smc700746134.hl 


Method 


BLASTX 


InV^ox oX 


a4490311 


jDJ-iriO I SCOxe 


1 to 

X *± 


E value 


1.0e-08 


Match length 


70 


^ laenniy 


*± o 


JMutsi uescripiion 


faT0^S67?n mit^f i vp nrofein FArabidoosis thaliana] 


Seq. No. 


15201 


uonng iu 


^491 R 1 Rl 04 0 


r I j_ TOT 1 

o -most tioi 


-Fr 1 — rrml o7 0 07 4 ^4 7 OH? 


Seq. No. 


1 R909 


uonuig IU 


?499 c i 1 Rl 040 


o -most: £jo1 


T TR^OR^-OI 1 -HI -Ml — Fft 
Xj X ,□ O \J O O Ull v-L co 


oeq. iNO. 


1 R90? 


oonrig xu 


^499^ 9 T51 040 


5' -most EST 


LIB3170-038-Q1-J1-B7 


Method 


BLASTX 


NUbl bx 


pr/l R^71 Q7 


BLAST score 


1 Q7 


E value 


o . ue-lo 


Match length 


c 

OO 


% identity 


7 R 


NCBI Description 


(AOUU/lbo) unKnown protein LAiaDiaopbia uiici-lxciiicij 


Seq. No. 




Contig ID 


j4ZoZ 1.K1U4U 


5" -most EST 


fua70T043069.hl 


Method 


BLASTX 


NUol bl 


go quo _? oz 


rsiiiioi score 


PI 

O X O 


E value 


9 Oo— R7 
z • ue o / 


Match length 


1 QC 
lOJ 


% idem, it, y 


O X 


NCBI Description 


/V1'3'779\ lar'r'acio f Prvrvn 1 n Q 1 ci^mi -Fp t 3 ^llbst!! t richOCarD3. 1 


oeq. no. 


1 ^90^ 


Contig ID 


J4zoz Z.K1U4U 


5' -most EST 


smc700750140.hl 


Method 


BLASTX 


NLbl bl 


goo uj 


rsiiAoi score 


17 9 
x / z 


E value 


x * ue— iz 


Match length 


52 


% identity 


65 


NCBI Description 


(Y13772) laccase [Populus balsamifera subsp. trichocarpa] 


Seq. No. 


15206 


Contig ID 


34235 1.R1040 


5' -most EST 


LIB3139-086-P1-N1-C12 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



15207 

34240_1.R1040 
gsv701044421.hl 

15208 

34242JL.R1040 
LIB3107-002-Q1-K1-F6 

15209 

34244_1.R1040 

LIB3056-002-Q1-B1-E3 

BLASTX 

gl66878 

199 

4.0e-15 

106 
43 

(M95796) Stl2p protein [Arabidopsis thaliana] 
15210 

34251JL.R1040 
fua701043216.hl 

15211 

34251_2.R1040 
gsv701049501.hl 

15212 

34258JL.R1040 

LIB3056-007-Q1-N1-B12 

BLASTN 

gl276902 

181 

4.0e-97 

445 

85 

Citrus limon phenylalanine ammonia-lyase (pal6) mRNA, 
complete cds 

15213 

34264JL.R1040 

uC-gmrominsoy08 6a0 6bl 

BLASTN 

g2995454 

147 

8.0e-77 

351 

85 

L.luteus mRNA for tRNA-glutamine synthetase 
15214 

34265_1.R1040 

jC-gmle01810091c09al 

BLASTN 

g414665 

560 
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# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



0.0e+00 

709 

99 

G.max gene for coproporphyrinogen oxidase 
15215 

34271_1.R1040 

zsg701127294.hl 

BLASTX 

g2623295 

340 

2.0e-31 

269 

32 

(AC002409) hypothetical protein [Arabidopsis thaliana] 
15216 

34271_2.R1040 
uxk700670993.hl 

15217 

34280J..R1040 
LIB3109-052-Q1-K1-H4 

15218 

34281_1.R1040 
pxt700943540.hl 

15219 

34289_1.R1040 

uC-gmflminsoy070f08bl 

BLASTN 

g2632108 

291 

1.0e-162 

479 
90 

Pisum sativum mRNA for phospholipid glutathione peroxidase 
15220 

34289_3.R1040 

rca700997878.hl 

BLASTN 

g2632108 

108 

1.0e-53 
168 

Pisum sativum mRNA for phospholipid glutathione peroxidase 
15221 

34329__1.R1040 
g4405704 

15222 

34329_2.R1040 
LIB3065-025-Q1-N1-G6 
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Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15223 

34333_1.R1040 

kll701206110.hl 

BLASTX 

g3335333 

326 

4.0e-30 

109 

61 

(AC004512) Similar to chloroplast membrane-associated 30KD 
protein precursor (IM30) gb_M73744 from Pisum sativum. 
ESTs gb_N37557, gb_W43887 and gb_AA042479 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 


1 C O O A 

15224 


Contig ID 


34334JL.R1040 


5 1 -most EST 


uC-gmflminsoy058f lObl 


Method 


BLASTX 


NCBI GI 


g3757521 


BLAST score 


1156 


E value 


1.0e-127 


Match length 


286 


% identity 


75 


NCBI Description 


(AC005167) unknown protein 


Seq. No. 


15225 


Contig ID 


34359 1.R1040 


5' -most EST 


ssr700560378 .hi 


Method 




NCBI GI 


g2960216 


BLAST score 


408 


E value 


1.0e-39 


Match length 


99 


% identity 


81 


NCBI Description 


(AJ223384) 26S proteasome 




(SlOb) [Manduca sexta] 


Seq. No. 


15226 


Contig ID 


34359 2.R1040 


5 '-most EST 


jC-gmro02910033al2dl 


Seq. No. 


15227 


Contig ID 


34369 1.R1040 


5 '-most EST 


all700863128.hl 


Method 


BLASTN 


NCBI GI 


gl67227 


BLAST score 


159 


E value 


3.0e-84 


Match length 


311 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



88 

Canavalia ensiformis urease (ure) mRNA, complete cds 
15228 

34384_1.R1040 
ncj700984528.hl 
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# 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
.Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15229 

34392_1.R1040 
ncj700982077.hl 

15230 

34403_1.R1040 
LIB3065-023-Q1-N1-H3 

15231 

34453_1.R1040 

pmv700894679.hl 

BLASTX 

g4508083 

270 

1.0e-23 

152 

8 

(AC005882) Hypothetical protein [Arabidopsis thaliana] 
15232 

34477JL.R1040 

LIB3093-039-Q1-K1-C12 

BLASTX 

g2245020 

266 

3.0e-23 

89 

66 

(297341) growth regulator homolog [Arabidopsis thaliana] 



15233 

34512_1.R1040 

zpv700757801.hl 

BLASTN 

gl431744 

62 

2.0e-26 

178 
90 

Glycine max sucrose binding protein 
cds 



(sbp) mRNA, complete 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



15234 

34522_1.R1040 

wvk700683426.hl 

BLASTX 

gl711406 

335 

2.0e-31 

140 
54 

POSSIBLE GLOBAL TRANSCRIPTION ACTIVATOR SNF2L2 (SNF2 -ALPHA) 

>gi_542839_pir S39580 HBRM protein - human 

>gi_414117_emb_CAA51407_ (X72889) HBRM [Homo sapiens] 

15235 

34576 1.R1040 
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5' -most EST 



g5606883 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15236 

34583JL.R1040 

g5058138 

BLASTX 

g4033468 

178 

8.0e-13 

41 
85 

ARGININE/SERINE-RICH SPLICING FACTOR RSP40 
>gi_2582641_emb_CAA67800_ (X99437) splicing factor 
[Arabidopsis thaliana] >gi__2980800_emb_CAA1817 6_ (AL022197) 
splicing factor At-SRp40 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15237 

34583_2.R1040 

jC-gmfl02220052gllal 

BLASTX 

g4033469 

636 

3.0e-66 

230 

56 

ARGININE/SERINE-RICH SPLICING FACTOR RSP41 
>gi_170737 0_emb_CAA677 99_ (X99436) splicing factor 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15238 

34583_4.R1040 

crh700853023.hl 

BLASTX 

g4033469 

166 

9.0e-12 

40 
70 

ARGININE/SERINE-RICH SPLICING FACTOR RSP41 
>gi__1707370_emb_CAA67799_ (X99436) splicing factor 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



15239 

34589J..R1040 
LIB3065-018-Q1-N1-G2 



Seq. No. 
Contig ID 
5' -most EST 



15240 

34595_1.R1040 
LIB3065-018-Q1-N1-H4 



Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 



15241 

34597_1.R1040 

jC-gmro02910029e05al 

BLASTX 

g2 911071 

226 

2.0e-18 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



# 

153 

(AL021960) hypothetical protein [Arabidopsis thaliana] 
15242 

34604JL.R1040 
LIB3065-016-Q1-N1-H2 

15243 

34607_2.R1040 
LIB3065-018-Q1-N1-C8 

15244 

34618JL.R1040 
uC-gmflminsoy036f04bl 



15245 

34626JL.R1040 

LIB3139-053-P1-N1-C7 

BLASTX 

g3355474 

658 

7.0e-69 

135 

90 

(AC004218) unknown protein [Arabidopsis thaliana] 
15246 

34627JL.R1040 

g5678005 

BLASTX 

g3668087 

383 

2.0e-39 

148 

14 

(AC004 667) hypothetical protein [Arabidopsxs thaliana] 
15247 

34631_1.R1040 

LIB3065-018-Q1-N1-B1 

BLASTX 

gl732406 

270 

5.0e-24 

82 

68 

(U81157) S25-XP1 DNA binding protein [Nicotiana tabacum] 
15248 

34634J..R1040 

LIB3065-017-Q1-N1-G12 

BLASTX 

g2462745 

389 

7.0e-38 
86 
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\ 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 
15249 

34644_2.R1040 
leu701151933.hl 

15250 

34644_3.R1040 
vzy700751940.hl 

15251 

34677JL. R1040 

gsv701054440.hl 

BLASTX 

g322754 

851 

2.0e-91 

213 

71 

DNA-binding protein GT-la - common tobacco >gi_170271 
(M93436) DNA-binding protein [Nicotiana tabacum] 

15252 

34704_1.R1040 

bth700844181.hl 

BLASTX 

g2827544 

645 

5.0e-67 

215 

61 

(AL021635) HSP associated protein like [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



15253 

34721_1.R1040 
LIB3065-015-Q1-N1-E6 

15254 

34723_1.R1040 
LIB3106-031-Q1-K1-E11 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15255 

34731_1.R1040 
LIB3065-015-Q1-N1-D6 

15256 

34737_1.R1040 

sat701004901.hl 

BLASTX 

g3242722 

344 

2.0e-32 

110 

55 

(AC003040) putative acetone-cyanohydrin lyase [Arabidopsis 
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# 



thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15257 

34743_1.R1040 

jC-gmro02910054bl0dl 

BLASTX 

g4454471 

335 

2.0e-31 

88 
72 

(AC006234) putative G protein coupled receptor [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



15258 

34759_1.R1040 
LIB3170-045-Q1-J1-A7 



Seq. No. 
Contig ID 
5' -most EST 



15259 

34761_1.R1040 
jC-gmle01810032a03dl 



Seq* No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15260 

34762JL.R1040 

LIB3170-045-Q1-J1-C7 

BLASTN 

g510545 

138 

3.0e-71 

234 

90 

P. sativum mRNA for starch 



branching enzyme I 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15261 

34772JL.R1040 

fde700876305.hl 

BLASTX 

g2129892 

230 

8.0e-19 

149 
42 

probable finger protein Pszfl - garden pea 
>gi_861091_emb_CAA60828_ (X87374) putative zinc finger 
protein [Pisum sativum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15262 

34774_1.R1040 

jC-gmro02910050b08dl 

BLASTX 

g2739168 

270 

1.0e-23 
97 
53 

(AF032386) 
tabacum] 



aldose-l-epimerase-like protein [Nicotiana 



2556 



Seq. No. 
Contig ID 
5 '-most EST 



15263 

34777JL.R1040 
leu701148231.hl 



Seq. No. 
Contig ID 
5' -most EST 



15264 

34777_2.R1040 
fua701039926.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15265 

34777_3.R1040 
vwf700673938.hl 

15266 

34788_1. R1040 

LIB3106-091-Q1-K1-G9 

BLASTX 

g2739381 

575 

5.0e-59 

248 

53 

(AC002505) putative patatin [Arabidopsis thaliana] 
15267 

34795_1.R1040 
fde700870885.hl 

15268 

34802^1. R1040 

zsg701124658.hl 

BLASTX 

g4567279 

238 

3.0e-20 

59 

75 

(AC006841) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

15269 

34803_1.R1040 

LIB3065-014-Q1-N1-C12 

BLASTX 

g2281115 

437 

2.0e-43 
95 
88 

(AC002330) 
thaliana] 



putative cullin-like 1 protein [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



15270 

34808_1.R1040 
pxt700946012.hl 



Seq. No. 



15271 



2557 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34811JL.R1040 

jC-gmst02400013bl2al 

BLASTX 

g2582381 

722 

2.0e-76 
265 
85 

(AF021220) 
tabacum] 



cation-chloride co-transporter [Nicotiana 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 ' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



15272 

34811_2.R1040 

ssr700558465.hl 

BLASTX 

g2582381 

420 

1.0e-42 

91 

92 

(AF021220) cation-chloride co-transporter [Nicotiana 
tabacum] 

15273 

34835JL.R1040 
LIB3065-013-Q1-N1-F10 

15274 

34851_1.R1040 

epx701104723.hl 

BLASTX 

g4191791 

1112 

1.0e-122 

332 

63 

(AC005917) putative sf21 {Helianthus annuus} protein 
[Arabidopsis thaliana] 

15275 

34859JL.R1040 

LIB3065-012-Q1-N1-H5 

BLASTX 

g4325282 

340 

1.0e-31 

154 

42 

(AF123310) NAC domain protein NAM [Arabidopsis thaliana] 
>gi_4325286_gb_AAD17314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 

15276 

34861_1.R1040 

uC-gmropic034f08bl 

BLASTX 

g543565 



2558 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282 

7.0e-25 

71 

66 

hypothetical 10. OK protein - Zinnia elegans 
>gi_493721_dbj_BAA06462_ (D30802) TED4 [Zinnia elegans] 
>gi_641903 (U19266) putative nonspecific lipid transfer; 
auxin induced gene [Zinnia elegans] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15277 

34861_2.R1040 

LIB3170-048-Q1-J1-B2 

BLASTX 

g543565 

286 

3.0e-25 

73 

66 

hypothetical 10. OK protein - Zinnia elegans 
>gi_493721_dbj_BAA06462_ (D30802) TED4 [Zinnia elegans] 
>gi_641903 (U19266) putative nonspecific lipid transfer; 
auxin induced gene [Zinnia elegans] 



Seq. No. 


loz lo 


Contig ID 


34865 1.R1040 


5' -most EST 


LIB3065-013-Q1-N1-A12 


Method 


TIT 7\ O rpv 

BLAbTX 


NCBI GI 


g3646373 


BLAST score 




E value 


2.0e-56 


Match length 


117 


% identity 


85 


NCBI Description 


(AJ011078) RGP1 protein [Oryza . 


Seq. No. 


15279 


Contig ID 


34873 1.R1040 


5 '-most EST 


wrg700790729.hl 


Method 


BLASTX 


NCBI GI 


g2618691 


BLAST score 


1074 


E value 


1.0e-117 


Match length 


411 


% identity 


54 


NCBI Description 


(AC002510) putative chloroplast 




[Arabidopsis thaliana] 


Seq. No. 


15280 


Contig ID 


34877 1.R1040 


5' -most EST 


LIB3065-012-Q1-N1-G12 


Seq. No. 


15281 


Contig ID 


34878 1.R1040 


5 '-most EST 


LIB3167-049-P1-K1-E4 


Seq. No. 


15282 


Contig ID 


34882 1.R1040 


5' -most EST 


jC-gmst02400005el0al 
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# 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15283 

34886_1.R1040 
jC-gmro02910032b02al 

15284 

34886_2.R1040 

leu701149103.hl 

BLASTX 

gl653516 

238 

1.0e-19 

79 

57 

(D90914) hypothetical protein [Synechocystis sp.] 
15285 

34894_1.R1040 

wvk700686640.hl 

BLASTX 

g2392025 

767 

1.0e-81 

196 
76 

(D88420) stromal ascorbate peroxidase [Cucurbita sp.J 
15286 

34894_2.R1040 
epx701104872.hl 

15287 

34906JL.R1040 

kll701203991.h2 

BLASTX 

g3219823 

408 

1.0e-39 

168 

49 

PUTATIVE 3-ISOPROPYLMALATE DEHYDRATASE LARGE SUBUNIT 
(ISOPROPYLMALATE ISOMERASE) (ALPHA- I PM ISOMERASE) (IPMI) 

>gi 2127740_pir C64362 aconitate hydratase (EC 4.2,1.3) - 

Methanococcus jannaschii >gi_1591201 (U674 99) 
3-isopropylmalate dehydratase (leuC) [Methanococcus 
jannaschii] 

15288 

34907JL.R1040 

jC-gmfl02220088g07al 

BLASTX 

g2117355 

731 

1.0e-128 

385 

64 

mitochondrial processing peptidase (EC 3.4.99.41) alpha-II 



2560 




chain precursor - potato >gi_587562_emb_CAA56520_ (X80236) 
mitochondrial processing peptidase [Solanum tuberosum] 



beg. iNO. 


1 S9R9 


contig xu 


^AQ07 9 R1040 


o -most bbi 




Seq. No. 




Contig ID 


34909 1.R1040 


5' -most EST 


LIB3170-045-Q1-J1-H5 


Method 


JDJjiib 1 A 


■vr/-! T3 T T 

NCdI bl 


rr9&97fi c iR 


BLAST score 


325 


E value 


5.0e-30 


Match length 


i j j 


% identity 


A Q 

4 y 


NCBI Description 


/aTn9i^77\ Tint" a r i nmtpin TArabidoosis thaliana] 


beq. no. 


1 R9Q1 


Contig ID 




5 -most EST 




Seq. No. 




Contig ID 


34916 1.R1040 


5 '-most EST 


kll701207355.hl 


Method 


DT BQTY 
DlifiO 1 A 


NCBI GI 


gzouy^o y 


BLAST score 


4 DO 


E value 


1 . Ue-4 o 


Match length 


1 1 c 

±10 


% identity 


1 o 


NCBI Description 


f Arnno^^ni T91R7 9ft rzxT^hn Hnnq \ s thalianal 


Seq. No. 


i c o o o 

lozyo 


Contig ID 


34918 1.R1040 


5' -most EST 


awf700839078.hl 


Method 


DT AQfY 

Oi-iriO 1 A 


NCBI GI 


g4 d jo y 1 J 


BLAST score 


589 


E value 


1.0e-60 


Match length 


ZU4 


% identity 


04 


NCBI Description 


(AL049482) putative protein [Arabidopsis thaliana 


Seq. No. 


loz y 4 


Contig ID 


o4yzo 1.KXU4U 


5 T -most EST 


LIB3065-012-Q1-N1-A11 


beg. in o . 


15295 


Contig ID 


34929 1.R1040 


5' -most EST 


LIB3170-046-Q1-J1-A5 


Seq. No. 


15296 


Contig ID 


34934 1.R1040 


5 '-most EST 


jC-gmro02910012g07al 


Seq. No. 


15297 



2561 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34938_1.R1G40 

jC-gmfl02220127h08dl 

BLASTN 

gl694899 

254 

1.0e-140 

558 

87 

P. sativum mRNA for Copl protein 
15298 

34941_1.R1040 

kll701207125.hl 

BLASTX 

g3879775 

161 

1.0e-10 

128 

36 

(Z68752) Similarity to Serpentwood strictosidine synthase 
precursor (SW: STSY_RAUSE) ; cDNA EST yk364d8.3 comes from 
this gene; cDNA EST yk364d8.5 comes from this gene 
[Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5' -most EST 



15299 

34943JL.R1040 
LIB3170-04 6-Q1-J1-E3 



Seq. No. 
Contig ID 
5 T -most EST 



15300 

34945_1.R1040 
LIB3170-047-Q1-J1-D3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



15301 

34949_1.R1040 

LIB3170-047-Q1-J1-E3 

BLASTX 

g2501499 

237 

7.0e-20 

119 

40 

INDOLE-3-ACETATE BETA-GLUCOS YLTRANS FERASE ( IAA-GLU 
SYNTHETASE) ( (URIDINE 

5'-DIPHOSPHATE-GLUCOSE:INDOL-3-YLACETYL) -BETA-D-GLUCOSYL 

TRANSFERASE) >gi_626043_pir A54739 indole-3-acetate 

beta-glucosyltransf erase (EC 2.4.1.121) - maize >gi_548195 
(L34847) IAA-glu synthetase [Zea mays] 

15302 

34955_1.R1040 

fC-gmle700872894f3 

BLASTX 

g2335097 

615 

9.0e-64 

141 

84 



2562 



NCBI Description 



Seq. No. 

Contig ID 
5 f -most EST 



(AC002339) putative receptor-like protein kinase 
[Arabidopsis thaliana] 

15303 

34956_1.R1040 
LIB3065-011-Q1-N1-F11 



Seq. No. 
Contig ID 
5' -most EST 



15304 

34959JL. R1040 
uC-gmrominsoy056f llbl 



Seq. No. 
Contig ID 
5' -most EST 



15305 

34961_1.R1040 
LIB3106-059-Q1-K1-F2 



Seq. No. 
Contig ID 
5 T -most EST 



15306 

34968_1.R1040 
LIB3170-045-Q1-J1-C4 



Seq. No. 
Contig ID 
5' -most EST 



15307 

34969JL.R1040 
LIB3065-011-Q1-N1-D12 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15308 

34973_1.R1040 

dpv701103339.hl 

BLASTX 

g3269291 

542 

6.0e-70 

210 

64 

(AL030978) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



15309 

34989JL.R1040 
LIB3170-045-Q1-J1-H4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15310 

34990JL.R1040 

ncj700985662.hl 

BLASTX - 

g2911040 

550 

3.0e-56 

190 

61 

(AL021961) receptor protein kinase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



15311 

34995_1.R1040 

trc700565513.hl 

BLASTX 

g2464855 

530 



2563 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



1.0e-53 

247 

49 

(Z99707) myb-related protein [Arabidopsis thaliana] 
15312 

34995_2.R1040 
LIB3139-081-P1-N1-C4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15313 

34995_3.R1040 

uC-gmflminsoy082e03bl 

BLASTX 

g2642435 

252 

7.0e-22 

54 
83 

(AC002391) MYB-related protein [Arabidopsis thaliana] 
15314 

35005_1.R1040 

LIB3170-046-Q1-J1-C4 

BLASTX 

g585452 

281 

8.0e-25 

89 

62 

MALATE OXIDOREDUCTASE (NAD), MITOCHONDRIAL 59 KD ISOFORM 
PRECURSOR (MALIC ENZYME) (ME) (NAD-DEPENDENT MALIC ENZYME) 

(NAD-ME) >gi_1076666_pir A53318 malate dehydrogenase 

(decarboxylating) (EC 1.1.1.39) 59K chain precursor, 
mitochondrial - potato >gi_438131_emb_CAA80547_ (Z23002) 
precursor of the 59kDa subunit of the mitochondrial 
NAD+-dependent malic enzyme [Solanum tuberosum] 



Seq. No. 
Contig ID 
5 '-most EST 



15315 

35011JL.R1040 
LIB3170-046-Q1-J1-A4 



Seq. No. 
Contig ID 
5' -most EST 



15316 

35015JL.R1040 
LIB3065-010-Q1-N1-F6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15317 

35020_1.R1040 

uC-gmropic016e04bl 

BLASTX 

g4220514 

501 

1.0e-50 

158 

65 

(AL035356) putative protein [Arabidopsis thaliana] 



Seq. No. 



15318 



2564 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



35022_1.R1040 

sat701014507.hl 

BLASTX 

g3540181 

202 

1.0e-15 

83 
53 

(AC004122) Unknown protein [Arabidopsis thaliana] 
15319 

35026JL.R1040 
uC-gmrominsoy305f 09bl 



Seq. No. 
Contig ID 
5 '-most EST 



15320 

35026_2.R1040 
bth700846229.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15321 

35031_1.R1040 

LIB3065-010-Q1-N1-H11 

BLASTX 

g4512667 

558 

2.0e-57 

135 

74 

(AC006931) putative MAP kinase [Arabidopsis thaliana] 
15322 

35038JL.R1040 

g5753548 

BLASTX 

g2431769 

180 

1.0e-14 

72 
61 

(U62752) acidic ribosomal protein Pla [Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 



15323 

35039J..R1040 
fua701042720.hl 



Seq. No. 
Contig ID 
5 '-most EST 



15324 

35040_1.R1040 
LIB3092-045-Q1-K1-F9 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



15325 

35046_1.R1040 

LIB3170-047-Q1-J1-H2 

BLASTX 

g2289001 

556 

3,0e-57 

140 

77 



2565 



NCBI Description 



(AC002335) small nuclear ribonucleoprotein isolog 
[Arabidopsis thaliana] 



Seq. No. 


15326 


Contig ID 


35048 1.R1040 


5' -most EST 


LIB3065-010-Q1-N1-F4 


Method 


BLASTX 


NCBI GI 


g4538897 


BLAST score 


675 


E value 


7.0e-71 


Match length 


193 


% identity 


64 


NCBI Description 


(AL049482) AXllOP-like 


Seq. No. 


15327 


Contig ID 


35060 1.R1040 


5' -most EST 


LIB3065-010-Q1-N1-D12 


Method 


BLASTX 


NCBI GI 


g 4454480 


BLAST score 


917 


E value 


3.0e-99 


Match length 


228 


% identity 


71 


NCBI Description 


(AC006234) putative (1- 




[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 r -most EST 
Method 
NCBI GI 
BLAST score 
E value 



15328 

35064_1.R1040 

LIB3170-045-Q1-J1-E3 

BLASTX 

g818849 

376 

4.0e-75 

195 
72 

(U25430) 
sativa] 



nucleotide pyrophosphatase precursor [Oryza 



15329 

35070JL.R1040 

leu701148665.hl 

BLASTX 

g2194125 

583 

4.0e-60 

137 

76 

(AC002062) ESTs gb_R30459, gb_N38441 come from this gene. 
[Arabidopsis thaliana] 

15330 

35070_2.R1040 

g4292203 

BLASTX 

g2194125 

254 

6.0e-22 



2566 



Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



56 
75 

(AC002062) ESTs gb_R30459, gb_N38441 come from this gene. 
[Arabidopsis thaliana] 

15331 

35072_1.R1040 

zhf700957772.hl 

BLASTX 

gl00370 

241 

2.0e-20 

75 

61 

pathogenesis-related protein 1 - common tobacco 
>gi_20056_emb_CAA36790_ (X52555) PR-1 protein (AA 1-184) 
[Nicotiana tabacum] 

15332 

35073_1.R1040 
LIB3Q65-010-Q1-N1-B11 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 
Method 



15333 

35077_1.R1040 
pcp700993912.hl 

15334 

35077_2.R1040 
asn701142860.hl 

15335 

35078_1.R1040 

LIB3106-010-Q1-K1-B9 

BLASTN 

gl209062 

46 

1.0e-16 

226 
50 

Phaseolus vulgaris proline-rich protein precursor mRNA, 
complete cds 

15336 

35088_1.R1040 

zhf700963276.hl 

BLASTX 

g886130 

543 

1.0e-55 

146 

68 

(U28148) putative pectinesterase [Medicago sativa] 
15337 

35090_1.R1040 

LIB3065-009-Q1-N1-H7 

BLASTN 



2567 



NCBI GI 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 



g4455189 
36 

1.0e-10 

109 
88 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F10M23 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15338 

35091JL.R1040 

LIB3170-047-Q1-J1-C3 

BLASTX 

g2829876 

157 

2.0e-10 

98 
45 

(AC002396) Unknown protein [Arabidopsis thaliana] 
15339 

35091_2.R1040 

eep700868430.hl 

BLASTX 

g4539454 

154 

6.0e-10 

37 
81 

(AL049500) contains EST gb:AA728416 [Arabidopsis thaliana] 
15340 

35100_1.R1040 

jC-gmro02800043b03al 

BLASTX 

g3881381 

567 

5.0e-58 

307 

45 

(Z68270) Similarity to Yeast Man (0) -alpha-mannosidase 
(SW:MNS1_YEAST) ; cDNA EST EMBL:D71247 comes from this gene 
cDNA EST EMBL:D73896 comes from this gene [Caenorhabditis 
elegans] 

15341 

35113__1.R1040 

leu701145831.hl 

BLASTX 

g3928543 

1184 

1.0e-130 

415 

51 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 



15342 



2568 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



35114_1.R1040 

LIB3065-009-Q1-N1-D6 

BLASTX 

gl00226 

225 

2.0e-18 

116 

42 

hypothetical protein - tomato >gi_19275_emb_CAA78112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_4 45619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 

15343 

35120_1.R1040 

LIB3109-017-Q1-K1-H11 

BLASTX 

g3688177 

299 

4.0e-27 

98 

57 

(AL0318 04) putative protein [Arabidopsis thaliana] 
15344 

35121_1.R1040 
LIB3065-009-Q1-N1-E5 



Seq. No. 
Contig ID 
5 '-most EST 



15345 

35121_2.R1040 
uxk700672274.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



15346 

35124_1.R1040 

g4396915 

BLASTX 

g4006827 

1034 

1.0e-113 

261 

76 

(AC005970) subtilisin-like protease [Arabidopsis thaliana] 
15347 

35128_1.R1040 
LIB3170-045-Q1-J1-G2 

15348 

35128_2.R1040 
pxt700944372.hl 

15349 

35135_1.R104Q 

LIB3065-009-Q1-N1-C9 

BLASTX 

g2435519 

202 



2569 



E value 
Match length 
% identity 
NCBI Description 



Seq« No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 T -most EST 

Seq, No. 
Contig ID 
5' -most EST 

Seq, No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



1.0e-15 

75 

49 

(AF024504) similar to mouse MEM 3 (GB:U47 024 and S. 
cerevisiae vacuolar sorting protein 35 (SW/P34110) 
[Arabidopsis thaliana] 

15350 

35135_2.R1040 

wvk700684127.hl 

BLASTX 

g2435519 

528 

6.0e-54 

156 

68 

(AF024504) similar to mouse MEM 3 (GB:U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW/P34110) 
[Arabidopsis thaliana] 

15351 

35151JL.R1040 

LIB3065-009-Q1-N1-B2 

BLASTX 

g4204303 

324 

1.0e-29 

65 

91 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



15352 

35152_1.R1040 

LIB3065-009-Q1-N1-B3 

BLASTX 

g3043656 

583 

4.0e-60 

190 

56 

(AB011138) KIAA0566 protein 
15353 

35155_1.R1040 
LIB3170-043-Q1-J1-H12 

15354 

35157_1.R1040 
LIB3065-009-Q1-N1-B9 

15355 

35157_2.R1040 

zzp700832239.hl 

BLASTX 

g3402672 

592 



[Homo sapiens] 



2570 



# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-61 
156 

(AC004 697) putative white protein [Arabidopsis thaliana] 
15356 

35175_1.R1040 
jC-gmle01810041cl0dl 

15357 

35177_1.R1040 

bth700845872.hl 

BLASTX 

gl352186 

446 

4.0e-44 

153 
51 

ALLENE OXIDE SYNTHASE PRECURSOR (HYDROPEROXIDE DEHYDRASE) 
{CYTOCHROME P450 74) >gi_404866 (U00428) allene oxide 
synthase [Linum usitatissimum] 

15358 

35179JL.R1040 

g4288001 

BLASTX 

g4210332 

1309 

1.0e-145 

360 

74 

(AJ223803) 2-oxoglutarate dehydrogenase E2 subunit 
[Arabidopsis thaliana] 

15359 

35184JL.R1040 

LIB3065-008-Q1-N1-G12 

BLASTX 

g3068717 

425 

6.0e-42 

134 
60 

(AF049236) unknown [Arabidopsis thaliana] 
15360 

35211_1.R1040 

LIB3065-008-Q1-N1-C1 

BLASTX 

g2696611 

255 

6.0e-22 

127 

43 

(D78303) RNA splicing-related protein [Rattus norvegicus] 



Seq. No. 



15361 



2571 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



35214_1.R1040 
LIB3107-030-Q1-K1-G5 

15362 

35214_3.R1040 
jC-gmle01810051g04al 

15363 

35218J..R1040 
jC-gmst024 00052el0al 

15364 

35223_1.R1040 

LIB3065-007-Q1-N1-H8 

BLASTX 

g3128170 

320 

1.0e-29 

114 

58 

(AC004521) hypothetical protein [Arabidopsis thaliana] 
15365 

35226_1.R1040 

LIB3065-008-Q1-N1-A10 

BLASTX 

g3695408 

288 

2.0e-25 

90 

66 

(AF096373) contains similarity to Solanum lycopersicum 
(tomato) wound-induced protein (GB:X59882) [Arabidopsis 
thaliana] >gi_4538956_emb_CAB39780 . 1_ (AL049488) probable 
wound-induced protein [Arabidopsis thaliana] 

15366 

35226_2.R1040 

LIB3107-079-Q1-K1-E12 

BLASTX 

g3695408 

242 

3.0e-20 

90 

57 

(AF096373) contains similarity to Solanum lycopersicum 
(tomato) wound-induced protein (GB:X59882) [Arabidopsis 
thaliana] >gi_4538956_emb_CAB39780 . 1_ (AL049488) probable 
wound-induced protein [Arabidopsis thaliana] 

15367 

35226_3.R1040 

LIB3092-029-Q1-K1-H11 

BLASTX 

g3695408 

259 

4.0e-22 



2572 



o 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 
61 

(AF096373) contains similarity to Solanum lycopersicum 
(tomato) wound-induced protein (GB:X59882) [Arabidopsis 
thaliana] >gi_4538956_emb_CAB39780 . 1_ (AL049488) probable 
wound-induced protein [Arabidopsis thaliana] 

15368 

35226_4.R1040 

LIB3107-037-Q1-K1-A3 

BLASTX 

g3695408 

181 

2.0e-13 

84 
50 

(AF096373) contains similarity to Solanum lycopersicum 
(tomato) wound-induced protein (GB:X59882) [Arabidopsis 
thaliana] >gi_4538 956_emb_CAB39780 . 1_ (AL049488) probable 
wound-induced protein [Arabidopsis thaliana] 



Seq. No. 


15369 


Contig ID 


35228JL.R1040 


5* -most EST 


LIB3065-008-Q1-N1-A3 


Method 


BLASTX 


NCBI GI 


g4105800 


BLAST score 


521 


E value 


5.0e-53 


Match length 


128 


% identity 


73 


NCBI Description 


(AF049931) PGP301 [Petunia x hybrida] 


Seq. No. 


15370 


Contig ID 


35228 2.R1040 


5 '-most EST 


jC-gmfl02220079e02dl 


Method 


BLASTX 


NCBI GI 


g4204257 


BLAST score 


249 


E value 


3.0e-21 


Match length 


64 


% identity 


72 


NCBI Description 


(AC005223) 54 93 [Arabidopsis thaliana] 


Seq. No. 


15371 


Contig ID 


35235 1.R1040 


5 '-most EST 


zhf700959629.hl 


Method 


BLASTX 


NCBI GI 


g3953462 


BLAST score 


208 


E value 


4.0e-16 


Match length 


127 


% identity 


34 


NCBI Description 


(AC002328) F20N2.7 [Arabidopsis thaliana] 


Seq. No. 


15372 


Contig ID 


35239 1.R1040 


5 '-most EST 


LIB3170-045-Q1-J1-B1 
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o 



beq. No. 


1 ClOTO 

loo / o 




(^onxig 1U 


^ 1 R1 OAf) 




z> most, iio i 
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-HI 


Method 


BLASTX 




NCBI GI 


g3953470 




rJii/io i score 


a n 




E value 


^ . ue o.? 




Match length 


1 J4 




% identity 


/ 3 




jnLd! Description 


lAUUUZO/o; rZUJNZ. 


1 C F Q v n V*\ -! /*\ v\ o "r o 

io [iiraDiQopsis 


Seq. No. 


loo I 4 




uonng xu 






o -most bbi 


Jjlbol /U — U4D— yl— Jl 


— Hj± 


Method 


BLASTX 




NCBI GI 


g3759184 




jDii/ioi score 






E value 


o . ue b / 




Match length 


233 




% identity 


56 




NCBI Description 


/ann*iQA/i*M r>i>i-i— 1 
\/\oUio^ fi i } pni"i 


linico uiana taud 


Seq. No. 


15375 




Contig ID 


35249_1.R1040 




o -most EST 


j ex /uuyuoooy.ni 




Seq. No. 


15376 




Contig ID 


35250_1.R1040 




o -most EST 


LlrJJUoD-UU /-yi-JNl 


-no 


Seq. No. 


15377 




Contig ID 


35252_1 . R1040 




C I porn 

o -most Ebi 


t tdq^^r rim r\i mi 


— r 1U 


Seq. No. 


loi /o 




oonng id 


"3 c: o c c i d 1 ft /l fi 




O ITIO S L HiOl 


t TR^n c i— n 07 — m —km 

JjXJjOUOO UU / ^ ± IN X 


_t?o 


Method 


-qt 7\ orpM 




NCBI GI 


gl781039 




BLAST score 


112 




E value 


/ . ue— o b 




Match length 


O *7 c 

275 




% identity 


85 




NCBI Description 


M.sativa mRNA for 


delta-1 -pyrrol 




roLb--^ 




Seq. No. 


15379 




Contig ID 


35257JL.R1040 




5 '-most EST 


LIBoOdo-UU /-Ql-Nl 


T-l A 

-b 4 


Seq. No. 


15380 




Contig ID 


35258 1.R1040 




5 '-most EST 


LIB3107-006-Q1-K1 


-C3 


Seq. No. 


15381 




Contig ID 


35268_1.R1040 





2574 



5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



pmv700894621.hl 
15382 

35269_1.R1040 
LIB3106-10 9-Q1-K1-A5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



15383 

35271_1.R1040 

LIB3170-047-Q1-J1-C5 

BLASTX 

gll76671 

296 

1.0e-26 

103 

50 

PUTATIVE GLUCOSYLTRANSFERASE C08B11.8 

>gi_38 7 4 17 4_emb_CAA8 6 6 66_ (Z46676) C08B11.8 [Caenorhabditis 
elegans] 

15384 

35276JL.R1040 
LIB3170-042-Q1-J1-E12 



Seq. No. 
Contig ID 
5' -most EST 



15385 

35285_1.R1040 
LIB3106-013-Q1-K1-H4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



15386 

35286_1.R1040 

pmv700891246.hl 

BLASTX 

g2194143 

291 

5.0e-26 

114 

54 

(AC002062) No definition line found [Arabidopsis thaliana] 



15387 

35294_1.R1040 

rlr700898415.hl 

BLASTX 

g2463298 

146 

1.0e-08 

71 

44 

(Z94892) putative 



[Nostoc commune] 



15388 

35294_2.R1040 
zsg701122521.hl 

15389 

35294^3. R1040 
fC-gmst700889547f4 



2575 



Seq. No. 
Contig ID 
5* -most EST 



15390 

35294_4.R1040 
ssr700555228.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15391 

35309J..R1040 

LIB3170-043-Q1-J1-A11 

BLASTX 

g2864609 

171 

6.0e-12 

56 
61 

(AL021811) putative protein [Arabidopsis thaliana] 
>gi_4049337_emb_CAA22562_ (AL034567) putative protein 
[Arabidopsis thaliana] 

15392 

35310_1.R1040 

uC-gmropicl02b07bl 

BLASTX 

g4415931 

439 

2.0e-43 

120 

65 

(AC006418) unknown protein [Arabidopsis thaliana] 
>gi_4559393_gb_AAD23053.1_AC006526_18 (AC006526) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 


15393 


Contig ID 


35319 1.R1040 


5' -most EST 


LIB3170-044-Q1-J1-D4 


Seq. No. 


15394 


Contig ID 


35324 1.R1040 


5' -most EST 


ncj700976047.hl 


Method 


BLASTX 


NCBI GI 


g3928090 


BLAST score 


146 


E value 


5.0e-09 


Match length 


73 


% identity 


42 


NCBI Description 


(AC005770) putative MTN3 


Seq. No. 


15395 


Contig ID 


35328 1.R1040 


5 '-most EST 


LIB3106-005-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl946369 


BLAST score 


197 


E value 


4.0e-15 


Match length 


106 


% identity 


44 


NCBI Description 


(U93215) unknown protein 


Seq* No. 


15396 



2576 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



35333_1.R1040 

LIB3065-006-Q1-N1-F7 

BLASTN 

g3128138 

34 

3.0e-09 

184 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFO20, complete sequence [Arabidopsis thaliana] 



PI clone 



d e q . as o . 


io j y / 


Lontig id 


ooo4z 1 .R1U4U 


C 1 -v. _ j_ pom 

o -most EST 


uC-gm±lminsoy035h06bl 


Method 


T3T 7\ CfTV 

bijAb i A 


NCBI GI 


g4490702 


BLAST score 


485 


E value 


1 . Ue-4o 


Match length 


Z14 


% identity 


0 / 


NCBI Description 


(AL035680) hypothetical protein [Arabidops 


Seq. No. 


1 c o o o 

lo jyy 


Contig ID 


35343__1 .R1040 


5 1 -most EST 


LIB30 65-00 6-Q1-N1-D10 


Seq. No. 


15399 


Contig ID 


35350_1 .R1040 


5 ' -most EST 


awf700839492 . hi 


Method 


BLASTX 


xrr , 'ciT ct 
JNUnl 


giyz yuo o 


BLAST score 


892 


E value 


2.0e-96 


Matcn length 


ZZ1 


% identity 


78 


NCBI Description 


(Y12090) putative 3, 4-dihydroxy-2-butanone 




[Lycopersicon esculentum] 


Seq. No. 


15400 


Contig ID 


35363_1 .R1040 


o most Hjo i 


Kll /UX£±±o3Z . nl 


Method 


BLASTX 


NCBI GI 


gl666096 


BLAST score 


408 


E value 


8.0e-40 


Match length 


95 


% identity 


81 


NCBI Description 


(Y09113) dioxygenase [Marah macrocarpus] 


Seq. No. 


15401 


Contig ID 


35368 1.R1040 


5' -most EST 


asn701133389.hl 


Method 


BLASTX 


NCBI GI 


g2257524 


BLAST score 


269 


E value 


1.0e-23 


Match length 


105 



2577 



"5f"foTI"! - "i"l - W 


48 


MP TIT Haonn t^+" i r\T\ 
JNV_/DX UcbUXipLlUil 


(AR004S37} HYPOTHETICAL 47 4KD PROTEIN IN SHP1-SEC17 




TMT'FRfyF'NiTP RPf^TOM r ^nh i 7ri^^ rrha TriTnvr , ps Dorribel 

X1N X I_jI\OIjLn X L\Cj ui ViN L OUHX^U 0 0^*^1 la X. ^lllj^ ^> villu ^ j 


beg. JNO. 


1 z>Af\9 
X 3*4 


UOnTj.ly XJJ 




3 lLttJ o L XLj O 1 


LIR3170-04 4-O1-J1-B4 




DLinO X. ^i. 


MPT3T PT 


yXD33/ /3 


BLAST score 


201 


E value 


1.0e-15 


iyiax.cn lenyLn 


7 1 

/ X 


% identity 


34 


NCBI Description 


(D90916) thiol: disulfide interchange protein DsbD 




[Synechocystis sp.] 


Can "Mn 


1J1WJ 


Pon-h i rr TD 
v^yiiuxy xu 


3^37? 1 R1040 


d — mosr Jiioi 


iilDjUOJ UUJ yl 1NX \JJ 


oeq, wo. 


1 S4D4 

X 3 *i U 1 


uontiy XJJ 


JJJ / ft X.IxXU^iU 


o - most HiOi 


-i C — rnrvrr\C\ 9 Q1 0009h0fi^1 


Method 


oljfib I A 


INUdx bl 




BLAST score 


209 


E value 


8.0e-16 


lyiat-cn xenytii 


91 9 
z. xz. 




29 


jn^dx Description 


f ZiTTO 9 4 ^ "^9 "\ nnl \mhn<?nhni nnQi f i Hp hi nrH nrr DTOtpin Ssh2D 




[oxycxne maxj 


beg. NO. 


XD4 U3 


uonrig id 


^R*57 ^ 1 Rl 040 
jjj / j X.KXU4U 


3 most. Hjo i 


T.TR?0flS-00S-O1 -"Ml -H9 

XiXIjJVJuJ UUJ V- 1 - VI ±. X1Z. 


1WT^4" V\ r~\ 
rlct I lvJU. 


OXlti O X /V 


NCBI GI 


g4406775 


BLAST score 


231 


Hi V a X LLC 


4 Op-1 9 




j j 


? luemziLy 


4 R 

f± 3 


nudI uescripnon 


/TiprinCQ^^ 1 nn 1/-Y1 Awn r*/^"h qi n TZXyaV^i Hnn o n o thai 1 3*n^)l 
^iiUUUDOjDJ UliJvnOWIl pxUUcXIl [rlx dJJlUUpola Lliaxxaiiaj 


beg. no. 


i yi n ^ 

X34 U D 


oontig xu 


3330^ X.KXU4U 


3 IuOST-. JLOl 


T TR^07^-01 "S-OI -K1 -Rl 9 

XjXD3U /3 UX3 ^X i\X DX<C 


iVjf q +- Vi rtj^i 
lYieT-IiOCl 






g4 xu / uyy 


DixH.bi score 


4 fi 4 
4 0 4 


TJ 1 tt-3 1 m y~\ 


9 np-dfi 


Match length 


153 


% identity 


63 


NCBI Description 


(AB015141) AHP1 [Arabidopsis thaliana] 




>gi_4156245_dbj_BAA37112_ (AB012570) ATHP3 [Arabidops 




thaliana] 



Seq. No. 



15407 



2578 



# 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35382_2.R1040 

uC-gmr opicl 0 4 e 0 6b 1 

BLASTX 

g4107099 

393 

8,0e-38 

183 

49 

(AB015141) AHP1 
>gi_4156245_dbj 
thaliana] 



[Arabidopsis thaliana] 

BAA37112 (AB012570) ATHP3 [Arabidopsis 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 



15408 

35386_1.R1040 

LIB3170-043-Q1-J1-H10 

BLASTX 

g208494 

278 

1.0e-24 

122 

48 

(J05552) synthetic horseradish peroxidase isoenzyme C 
(HRP-C) subunit alpha- 1 (E.C. 1.11.1.7) [Artificial gene] 

15409 

35392JL.R1040 
uC-gmropicllld03bl 

15410 

35394_1.R1040 
LIB3170-041-Q1-J1-B11 



Seq. No. 
Contig ID 
5 '-most EST 



15411 

35396JL.R1040 
LIB3139-104-P1-N1-B5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



15412 

35397_1.R1040 

hyd700725241.hl 

BLASTX 

g4210449 

355 

1.0e-33 

97 
75 

(AB016471) ARR1 protein [Arabidopsis thaliana] 
15413 

35404_1.R1040 
LIB3065-005-Q1-N1-E10 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



15414 

35411_1.R1040 
uC-gmrominsoyO 65h01bl 

15415 

35422 1.R1040 



2579 



II 



5 '-most EST. 



LIB3065-005-Q1-N1-C4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



15416 

35425_1.R1040 

jC-gmfl02220081dl2al 

BLASTX 

g2213643 

711 

2.0e-75 

160 

83 

(U57338) glossyl homolog [Oryza sativa] 
15417 

35433_1.R1040 
fua701037336.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15418 

35433_2.R1040 
LIB3065-005-Q1-N1-C1 

15419 

35435_1.R1040 
LIB3170-041-Q1-J1-C10 

15420 

35438_1.R1040 
g5688467 

15421 

35441JL.R1040 

LIB3107-002-Q1-K1-C9 

BLASTX 

g543813 

603 

2.0e-62 

154 

75 

FLORAL HOMEOTIC PROTEIN APETALA1 (AGL7 PROTEIN) 
>gi__16162_emb_CAA78909__ (Z16421) API [Arabidopsis thaliana] 

15422 

35441_2.R1040 

LIB3109-022-Q1-K1-A6 

BLASTN 

gl049023 

60 

4.0e-25 

124 

87 

Sinapis alba transcription factor SaMADS B mRNA, complete 
cds 



Seq. No. 
Contig ID 
5' -most EST 
Method 



15423 

35448_1.R1040 

sat701007166.hl 

BLASTX 



2580 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl40474 
221 

8.0e-18 

140 

33 

HYPOTHETICAL 69.2 KD PROTEIN IN HSP30-PMP1 INTERGENIC 

REGION >gi_83212_pir S19434 probable transport protein 

YCR023c - yeast (Saccharomyces cerevisiae) 
>gi_1907167_emb_CAA42315_ (X59720) YCR023c, len:611 
[Saccharomyces cerevisiae] 

15424 

35450_1.R1040 

g4302023 

BLASTX 

g2135800 

158 

5.0e-10 

195 

28 

nerve terminal protein - human >gi_307426 
terminal protein [Homo sapiens] >gi_521174 
product utilizes exon 5a [Gallus gallus] 
>gi_2116628_dbj_BAA20151_ (AB003991) SNAP-25A [Rattus 
rattus] 



L19760) nerve 
(L09253) this 



Seq. No. 
Contig ID 
5 '-most EST 



15425 

35450_2.R1040 
bth700847040.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



15426 

35455_1.R1040 

uC-gmropic021e04bl 

BLASTX 

g3264767 

262 

2.0e-22 

143 

45 

(AF071893) AP2 domain containing protein [Prunus armeniaca] 
15427 

35455_2.R1040 

g4396244 

BLASTX 

g3264767 

170 

5.0e-12 

80 

44 

(AF071893) AP2 domain containing protein [Prunus armeniaca] 
15428 

35458JL. R1040 
trc700566486.hl 



Seq. No. 



15429 



2581 



o 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35467_1.R1040 

vwf700674346.hl 

BLASTX 

g2688830 

539 

3.0e-55 

154 

71 

(AF000952) putative sugar transporter 



[Prunus armeniaca] 



15430 

35476_1.R1040 

crh700852965.hl 

BLASTX 

g4432827 

442 

3.0e-43 

394 

31 

(AC006593) putative ADP-ribose polymerase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



15431 

35477_1.R1040 
LIB3170-041-Q1-J1-H9 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15432 

35482JL.R1040 
LIB3065-004-Q1-N1-C2 

15433 

35490_1.R1040 
epx701105806.hl 

15434 

35513_1.R1040 

LIB3087-003-Q1-K1-B10 

BLASTX 

g4558566 

1214 

1.0e-134 

368 
58 

(AC007138) putative raffinose synthase or seed imbibition 
protein [Arabidopsis thaliana] 

15435 

35516_1.R1040 

uC-gmropic023el2bl 

BLASTX 

g3033398 

1561 

1.0e-174 

330 
89 

(AC004238) putative phosphoribosylaminoimidazolecarboxamide 
formyltransf erase [Arabidopsis thaliana] 



2582 



Seq. No. 
Contig ID 
5' -most EST 



15436 

35520_1.R1040 
LIB3170-042-Q1-J1-A8 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



15437 

35530_1.R1040 
LIB3065-003-Q1-N1-D7 

15438 

35535_1.R1040 
jC-gmfl02220071d06dl 

15439 

35548JL.R1040 

uC-gmropic014h01bl 

BLASTX 

gl25052 

803 

9.0e-86 

217 

71 

ISOVALERYL-COA DEHYDROGENASE PRECURSOR (IVD) 

>gi_111886_pir C34252 isovaleryl-CoA dehydrogenase (EC 

1.3.99.10) precursor - rat >gi_204982 (J05031) 
isovaleryl-CoA dehydrogenase precursor (EC 1.3. 99,10) 
[Rattus norvegicus] 

15440 

35566_1.R1040 
uC-gmropic008g03bl 

15441 

35566_2.R1040 

hyd700727849.hl 

BLASTX 

g4490721 

150 

1.0e-09 

37 
78 

(AL035709) squalene epoxidase-like protein [Arabidopsis 
thaliana] 

15442 

35586_1.R1040 

LIB3065-002-Q1-N1-C8 

BLASTX 

g2257716 

148 

2.0e-09 

75 

53 

(U90439) hypothetical protein [Arabidopsis thaliana] 
15443 

35590 1.R1040 



2583 



5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmst02400049glOal 

BLASTX 

g2462744 

238 

2.0e-19 

282 

25 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 T -most EST 



15444 

35609JL.R1040 
jC-gmst02400071d04al 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15445 

35616_1.R1040 

LIB3138-128-Q1-N1-A8 

BLASTX 

g3882149 

4 62 

7.0e-46 

207 
40 

(AB018257) KIAA0714 protein [Homo sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15446 

35630_1.R1040 

zpv700758365.hl 

BLASTX 

g3123155 

182 

5.0e-13 

157 

18 

HYPOTHETICAL 49.0 KD TRP-ASP REPEATS CONTAINING PROTEIN 
F55F8.5 IN CHROMOSOME I >gi_1707049 (U80447) similar to the 
beta transducin family [Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15447 

35633_1.R1040 

fC-gmro700869958f3 

BLASTX 

g4567201 

1388 

1.0e-164 

399 
74 

(AC007168) 
thaliana] 



putative aspartate aminotransferase [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



15448 

35633_3.R1040 
pcp700992612.hl 



Seq. No. 
Contig ID 
5 '-most EST 



15449 

35638JL.R1040 

LIB30 65-001-Q1-N1-H10 



2584 



# 



Seq* No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15450 

35655_1.R1040 

LIB3138-034-Q1-N1-E2 

BLASTX 

g2244754 

972 

1.0e-105 

290 
65 

(Z97335) heat shock transcription factor homolog 
[Arabidopsis thaliana] 





15451 


LOIitly 1U 


^RfiSQ 1 R1040 


R ' —mo g+- IT QT 

0 IUOoX- HjO 1 


T.TR3 (Y65-00 1-01-N1-B1 


Method 


BLASTN 


NCBI GI 


g21054 


BLAST score 


494 


E value 


0.0e+00 


Match length 


1013 


% identity 


90 


NCBI Description 


P. vulgaris mRNA for 


Seq. No. 


15452 


Contig ID 


35668 1.R1040 


5 T -most EST 


awf700842385.hl 


Method 


BLASTX 


NCBI GI 


g3004564 


BLAST score 


443 


E value 


7.0e-44 


Match length 


162 


% identity 


55 


NCBI Description 


(AC003673) putative 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



15453 

35689_1.R1040 
uC-gmronoir061e01bl 



Seq. No. 
Contig ID 
5 '-most EST 



15454 

35697JL.R1040 
LIB3170-044-Q1-J1-F11 



Seq. No. 
Contig ID 
5 '-most EST 



15455 

35700_1.R1040 
g5057727 



Seq. No. 
Contig ID 
5 '-most EST 



15456 

35706_1.R1040 
LIB3170-042-Q1-J1-A12 



Seq. No. 
Contig ID 
5' -most EST 



15457 

35711JL.R1040 
uC-gmropicO 97bl2bl 



Seq. No. 

Contig ID 



15458 

35712 1.R1040 



2585 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



jex700905547.hl 

BLASTX 

g4185136 

641 

9.0e-67 

268 

54 

(AC005724) putative trehalose-6-phosphate synthase 
[Arabidopsis thaliana] 

15459 

35733_1.R1040 

LIB3065-013-Q1-N1-F12 

BLASTX 

g4049353 

448 

2.0e-44 
156 

52 

(AL034567) putative protein [Arabidopsis thaliana] 
15460 

35765_1.R1040 
hrw701061517.hl 



Seq. No. 

Contig ID 
5 '-most EST 



15461 

35769_1.R1040 
LIB3065-020-Q1-N1-D11 



Seq. No. 
Contig ID 
5' -most EST 



15462 

35784_1.R1040 
LIB3065-021-Q1-N1-A11 



Seq. No. 
Contig ID 
5 '-most EST 



15463 

35799JL.R1040 
kll701209426.hl 



Seq. No. 
Contig ID 
5' -most EST 



15464 

35821J..R1040 
leu701146754.hl 



Seq. No. 
Contig ID 
5 '-most EST 



15465 

35824J..R1040 
LIB3072-007-Q1-E1-C10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15466 

35835 JL.R1040 

LIB3107-061-Q1-K1-D2 

BLASTX 

g4432836 

180 

3.0e-13 

80 

46 

(AC006283) unknown protein [Arabidopsis thaliana] 



Seq. No. 



15467 



2586 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



35839JL.R1040 
LIB3072-061-Q1-K1-C3 

15468 

35857_1.R1040 

LIB3073-006-Q1-K1-G2 

BLASTN 

g343515 

50 

7.0e-19 

313 

92 

Tobacco chloroplast Gly-tRNA and Arg-tRNA genes and the 3' 
end of the proton-translocating ATPase alpha-subunit 

15469 

35879_1.R1040 
LIB3072-060-Q1-K1-F11 

15470 

35900JL.R104Q 
zzp700834185.hl 

15471 

35920_1.R1040 

LIB3072-060-Q1-K1-A10 

BLASTX 

g3123295 

325 

5.0e-30 

130 

35 

CALMODULIN-RELATED PROTEIN 2, TOUCH- INDUCED >gi_2583169 
(AF026473) calmodulin-related protein [Arabidopsis 
thaliana] 

15472 

3594 6_2.R1040 

hrw701057284.hl 

BLASTX 

g4191788 

289 

3.0e-26 

82 

66 

(AC005917) putative 1-aminocyclopropane-l-carboxylate 
oxidase [Arabidopsis thaliana] 

15473 

35947_1.R1040 
LIB3074-011-Q1-E1-E1 

15474 

35952JL. R1040 
LIB3072-059-Q1-K1-A1 



Seq. No. 



15475 



2587 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35957JL.R1040 

LIB3072-059-Q1-K1-A4 

BLASTN 

g256428 

319 

1.0e-179 

537 

90 

KTi3 {KTi3+)=Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15476 

35958_1.R1040 

jC-gmro02910006b08al 

BLASTX 

g2245135 

178 

6.0e-13 

98 

44 

(Z97344) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
S'-most EST 



15477 

35962JL.R1040 
LIB3072-015-Q1-E1-F6 



Seq. No. 
Contig ID 
5 T -most EST 



15478 

35965_1.R1040 
gsv701048455.hl 



Seq. No. 
Contig ID 
5' -most EST 



15479 

35975JL.R1040 
LIB3072-058-Q1-K1-G10 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15480 

35980_1.R1040 

LIB3106-066-P1-K1-A8 

BLASTN 

g343996 

122 

5.0e-62 

220 

89 

Pea chloroplast psbM gene for photosystem II polypeptide M 



Seq. No. 
Contig ID 
5' -most EST 



15481 

35995_1.R1040 
kll701205966.hl 



Seq. No. 
Contig ID 
5' -most EST 



15482 

36003_1.R1040 
LIB3072-058-Q1-K1-A7 



Seq. No. 
Contig ID 
5' -most EST 



15483 

36003_2.R1040 
wrg700788992.h2 



2588 



Seq. No. 


15484 


Contig ID 


36012 1.R1040 


5' -most EST 


LIB3072-058-Q1-K1-C1 


Seq. No. 


15485 


Contig ID 


36016_1.R1040 


5 '-most EST 


pcp700990982.hl 


Method 


BLASTX 


NCBI GI 


g3650033 


BLAST score 


167 


E value 


2.0e-ll 


Match length 


105 


% identity 


33 


NCBI Description 


(AC005396) unknown protein [Arabidopsis 


Seq. No. 


15486 


Contig ID 


36017 1.R1040 


5 '-most EST 


LIB3072-057-Q1-K1-G5 


Seq. No. 


15487 


Contig ID 


36023_1.R1040 


5' -most EST 


uC-gmropicll2g08bl 


Method 


BLASTX 


NCBI GI 


g2244816 


BLAST score 


282 


E value 


4.0e-25 


Match length 


119 


% identity 


60 


NCBI Description 


(Z97336) hypothetical protein [Arabidop 


Seq. No. 


15488 


Contia TD 


36058 1 R1040 


5' -most EST 


leu70Tl50060.hl 


Seq. No. 


15489 


Contig ID 


36082 1.R1040 


5' -most EST 


zzp700835971.hl 


Seq. No. 


15490 


Contig ID 


36085 1.R1040 


5 1 -most EST 


LIB3106-013-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


gl495366 


BLAST score 


665 


E value 


4.0e-82 


Match length 


258 


% identity 


57 


NCBI Description 


(Z69370) nitrite transporter [Cucumis s 


Seq. No. 


15491 


Contig ID 


36097 1.R1040 


5' -most EST 


jC-gmst02400001f01al 


Method 


BLASTX 


NCBI GI 


g3759177 


BLAST score 


338 


E value 


2.0e-31 


Match length 


142 



2589 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



57 

(AB018408) 3-phosphoserine phosphatase [Arabidopsis 
thaliana] >gi_375917 9_dbj_BAA33807_ (AB018409) 
3-phosphoserin phosphatase [Arabidopsis thaliana] 

15492 

36097_2.R1040 
pcp700991045.hl 

15493 

36097_3.R1040 
LIB3072-055-Q1-K1-F3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



15494 

36128J..R1040 

LIB3073-023-Q1-K1-H7 

BLASTX 

g4512627 

285 

2.0e-25 

98 

63 

(AC004793) Similar to gb_Z29643 protein kinase C inhibitor 
(PKCI) from Zea mays and a member of HIT family PF_01230. 
[Arabidopsis thaliana] 

15495 

36141_1.R1040 

wrg700790508.h2 

BLASTX 

gl706817 

179 

1.0e-12 

106 

39 

39 KD FK5 0 6-BINDING NUCLEAR PROTEIN (PEPT IDYL -PROLYL 

CIS-TRANS ISOMERASE) (PPIASE) >gi_107 9072_pir JC4090 

FK506-binding 39k protein - fruit fly (Drosophila 
melanogaster) >gi_600424_emb_CAA8 6996_ (Z46894) FKBP39 
[Drosophila melanogaster] 

15496 

36151_1.R1040 

LIB3072-028-Q1-E1-B5 

BLASTX 

g4539364 

146 

4.0e-09 

74 

51 

(AL049525) putative protein [Arabidopsis thaliana] 
15497 

36170_1.R1040 
pxt700945508.hl 



Seq. No. 



15498 



2590 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36191JL.R1040 

LIB3072-053-Q1-E1-F9 

BLASTX 

g3128212 

216 

4.0e-17 

97 
49 

(AC004077) putative HMG protein [Arabidopsis thaliana] 
>gi_3337373 (AC004481) putative HMG protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



15499 

36193_1.R1040 
LIB3072-050-Q1-K1-C9 



Seq. No. 

Contig ID 
5 '-most EST 



15500 

36208_1.R1040 
LIB3107-074-Q1-K1-B11 



Seq. No. 
Contig ID 
5' -most EST 



15501 

36221_1.R1040 
LIB3072-053-Q1-E1-C10 



Seq. No. 
Contig ID 
5' -most EST 



15502 

36231_1.R1040 
LIB3106-112-Q1-K1-F1 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15503 

36241__1.R1040 

6HA-01-Q1-E1-G6 

BLASTX 

g3608154 

243 

1.0e-20 

63 
65 

(AC005314) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15504 

36243JL.R1040 

LIB3072-051-Q1-E1-G4 

BLASTX 

g4220491 

215 

6.0e-17 

60 
57 

(AC006069) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



15505 

36243_2.R1040 
jC-gmfl02220081b05dl 



Seq. No. 
Contig ID 
5' -most EST 



15506 

36253_1.R1040 
LIB3072-052-Q1-E1-B7 



2591 



Seq. No. 


15507 


Contig ID 


36257JL.R1040 


5 '-most EST 


LIB3072-051-Q1-E1-E4 


Seq. No. 


15508 


Contig ID 


36261 1.R1040 


5 f -most EST 


LIB3072-051-Q1-E1-E9 


Seq. No. 


15509 


Contig ID 


36283 2.R1040 


5 ' -most EST 


LIB3072-050-Q1-K1-H8 


Seq. No. 


15510 


Contig ID 


36298J..R1040 


5' -most EST 


zhf700957025.hl 


Method 


BLASTX 


NCBI GI 


g462264 


BLAST score 


681 


E value 


1.0e-71 


Match length 


274 


% identity 


52 


NCBI Description 


GTP-BINDING PROTEIN 



homolog protein hflX - Escherichia coli >gi_436156 (U00005) 
putative GTPase required for high frequency lysogenization 
by bacteriophage lambda [Escherichia coli] >gi_537014 
(U14003) putative GTPase required for high frequency 
lysogenization by bacteriophage lambda; TTG start codon 
[Escherichia coli] >gi_1790615 (AE000489) GTP - binding 
subunit of protease specific for phage lambda ell repressor 
[Escherichia coli] 



Seq. No. 

Contig ID 
5 '-most EST 



15511 

36315_1. R1040 
LIB3072-050-Q1-K1-E10 



Seq. No. 

Contig ID 
5 '-most EST 



15512 

36320JL.R1040 
rlr700902161.hl 



Seq. No. 
Contig ID 
5 '-most EST 



15513 

36320_2.R1040 
rlr700897160.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15514 

36348^2. R1040 

LIB3106-047-Q1-K1-H4 

BLASTX 

g2911043 

278 

2.0e-24 

122 
52 

(AL021961) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 



15515 

36348 3.R1040 



2592 



5' -most EST 



wrg700791887.hl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15516 

36353_1.R1040 

kll701211505.hl 

BLASTX 

g586099 

220 

1.0e-17 

110 

40 

THIOREDOXIN H-TYPE 2 (TRX-H2) >gi_4 8 66 90_pir S34812 

thioredoxin h2 - common tobacco >gi_2 97519__emb_CAA77847_ 
(Z11803) THIOREDOXIN [Nicotiana tabacum] 

>gi_447151_prf 1913431A thioredoxin [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5 1 -most EST 



15517 

36367JL.R1040 
awf700836602.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



15518 

36390_1.R1040 
LIB3072-009-Q1-E1-H6 



Seq. No. 
Contig ID 
5 '-most EST 



15519 

36393JL.R1040 
LIB3072-047-Q1-K1-A4 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15520 

36398JL.R1040 

LIB3106-093-Q1-K1-C7 

BLASTX 

g2501647 

963 

1.0e-104 

245 

77 

UROPORPHYRINOGEN DECARBOXYLASE PRECURSOR (UPD) 

>gi_1362120j?ir S55732 uroporphyrinogen decarboxylase 

common tobacco >gi__1009429_emb_CAA58040_ (X82833) 
uroporphyrinogen decarboxylase [Nicotiana tabacum] 



Seq, No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15521 

36401_1.R1040 

ssr700557824.hl 

BLASTX 

g4006867 

404 

2.0e-39 

139 
65 

(Z99707) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



15522 

36410_1.R1040 
LIB3072-028-Q1-E1-C4 



2593 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15523 

36441J..R1040 

uC-gmrominsoyl94hl2bl 

BLASTX 

g3047101 

244 

1.0e-20 

121 

41 

(AF058919) Similar to protein kinase; coded for by A. 
thaliana cDNA H36947; coded for by A. thaliana cDNA H37158 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



15524 

36441_2.R1040 
uC-gmrominsoy280e02bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15525 

36451JL.R1Q40 

LIB3072-046-Q1-K1-B3 

BLASTX 

g4164408 

858 

3.0e-92 

203 

75 

(AJ132228) amino acid carrier [Ricinus communis] 



Seq. No. 
Contig ID 
5' -most EST 



15526 

36458JL.R1040 
LIB3072-044-Q1-K1-G2 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



15527 

36464_1.R1040 

LIB3072-044-Q1-K1-H10 

BLASTX 

g2183221 

220 

1.0e-17 

64 

61 

(AF001954) p33INGl [Homo sapiens] 
15528 

36490_1.R1Q40 

jC-gmfl02220130c03dl 

BLASTX 

g3599491 

392 

8.0e-38 

101 

70 

(AF085149) putative aminotransferase [Capsicum chinense] 
15529 

36509_JL. R1040 
taw700660377.hl 



2594 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



BLASTX 

g4580463 

183 

2.0e-13 

37 
89 

(AC006081) 



unknown protein [Arabidopsis thaliana] 



15530 

36537JL.R1040 

LIB3106-010-Q1-K1-G10 

BLASTN 

g22028 

33 

8.0e-09 

81 

85 

V.faba mRNA for polyphenol oxidase 
15531 

36548J..R104D 
LIB3072-034-Q1-E1-D6 



Seq. No. 
Contig ID 
5 T -most EST 



15532 

36548^5. R1040 
LIB3072-039-Q1-E1-A11 



Seq. No. 
Contig ID 
5 T -most EST 



15533 

36549JL.R1040 
LIB3072-038-Q1-E1-B7 



Seq. No. 
Contig ID 
5" -most EST 



15534 

36549_2.R1040 
LIB3072-030-Q1-E1-C5 



Seq. No. 

Contig ID 
5' -most EST 



15535 

36549_3.R1040 
LIB3072-034-Q1-E1-A10 



Seq. No. 

Contig ID 
5 '-most EST 



15536 

36549_4.R1040 
LIB3072-039-Q1-E1-A10 



Seq. No. 

Contig ID 
5 '-most EST 



15537 

36549J7.R1040 
LIB3072-033-Q1-E1-C2 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



15538 

36549_8.R1040 
LIB3072-033-Q1-E1-G10 

15539 

36549_10.R1040 
LIB3072-036-Q1-E1-G12 



Seq. No. 

Contig ID 



15540 

36550 1.R1040 



2595 



II 



5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



LIB3072-031-Q1-E1-F10 
15541 

36550__2.R1040 
LIB3072-031-Q1-E1-D6 

15542 

36550_3.R1040 
LIB3072-030-Q1-E1-B5 

15543 

36550_6.R1040 
LIB3072-029-Q1-E1-G6 

15544 

36550J7.R1040 
LIB3072-036-Q1-E1-E5 

15545 

36550_8.R1040 
LIB3072-032-Q1-E1-D4 

15546 

36551JL.R1040 
LIB3072-040-Q1-E1-H2 

15547 

36555_1.R1040 
LIB3072-043-Q1-K1-A11 

BLASTX 

g4455234 

172 

5.0e-12 

81 

(AL035523) putative protein [Arabidopsis thaliana] 
15548 

36566_1.R1040 
LIB3072-035-Q1-E1-B2 

15549 

36566_2.R1040 
LIB3072-032-Q1-E1-F2 

15550 

36566_3.R1040 
LIB3072-040-Q1-E1-C11 

15551 

36566_4.R1040 

LIB3072-037-Q1-E1-D9 

BLASTX 

g3676826 

168 

2.0e-ll 
100 



2596 







NCBI Description 


(AF092449) mucin-like protein [Heterodera glycines] 


Seq. No. 


15552 




'Zfs^f.f, r ri n_in 


5' -most EST 


LIB3072-034-Q1-E1-B8 


Seq. No. 


15553 


Pnn +■ i /~r TPl 
(JX 1 L, -L y IJj 1 


^6^66 f, ri nan 


5' -most EST 


LIB3072-032-Q1-E1-E6 


Seq. No. 


15554 


Pnnf t rr T Pi 


r Kf, c \f\f t in r i Odd 


5' -most EST 


LIB3072-038-Q1-E1-A10 


Seq. No. 


15555 


UOlJXJLy 1LJ 


11 RI 0A0 
JOjDO 11 .niUlU 


5 '-most EST 


LIB3072-040-Q1-E1-E1 


Seq. No. 


15556 


UQIiUly XL/ 


^ft^fi^ 9^ RI OAfl 
JUJDD ZJ.JaIU^U 


5 '-most EST 


LIB3106-069-P1-K1-E10 


Seq. No. 


15557 


(~* /~\-r\ J r- A r-t T Pi 

uoriLiq ±u 


^^t^C^iC OA Din/in 
jDODO Z4._\±U4U 


5 '-most EST 


LIB3072-04 0-Q1-E1-A12 


Seq. No. 


15558 


Contig ID 


36566 35.R1040 


5' -most EST 


LIB3072-030-Q1-E1-D3 


Seq. No. 


15559 


Contig ID 


36582 1.R1040 


5' -most EST 


LIB3072-030-Q1-E1-E10 


Method 


BLASTX 


NCBI GI 


g3914472 


BLAST score 


150 


E value 


1.0e-09 


rid u oil j_GiiyL.li 


-/«-> 


% identity 


42 


NCBI Description 


PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (PII10) 




>gi_322764_pir S32021 photosystem II 10K protein - 




UODaCCO /yl ZZODI? GIRD L.AB.Q J 0 [A/UU-it5j LMCpillU J. IN 




tabacum] 


Seq. No. 


15560 


^onuig ±u 


ocri c 1 Din/in 


5' -most EST 


LIB3072-031-Q1-E1-A1 


Seq. No. 


15561 


Contig ID 


36618 1.R1040 


5' -most EST 


LIB3072-02 9-Q1-E1-C6 


Seq. No. 


15562 


Contig ID 


36620 1.R1040 


5 '-most EST 


LIB3072-029-Q1-E1-E3 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 



15563 

36624JL.R1040 
LIB3072-033-Q1-E1-H9 

15564 

36641JL.R1040 
LIB3072-036-Q1-E1-D6 

15565 

36641_3.R1040 
LIB3072-038-Q1-E1-H5 

15566 

36655J..R1040 
LIB3072-038-Q1-E1-F4 

15567 

36672_1.R1040 
LIB3072-039-Q1-E1-F4 

15568 

36677__1.R1040 
LIB3072-033-Q1-E1-F9 

15569 

36685_1.R1040 
LIB3072-039-Q1-E1-D1 

15570 

36713_1.R1040 
LIB3072-038-Q1-E1-H2 

15571 

36729_1.R1040 
LIB3072-036-Q1-E1-G8 

15572 

36739_1.R1040 
LIB3072-032-Q1-E1-F3 

15573 

36761JL-R1040 
LIB3072-036-Q1-E1-A8 

15574 

36766_1.R1040 
LIB3072-038-Q1-E1-A2 

15575 

36767_1.R1040 
LIB3072-035-Q1-E1-F5 

15576 

36778_1.R1040 
LIB3072-038-Q1-E1-A6 

15577 



2598 



Contig ID 


36780 1.R1040 


5' -most EST 


LIB3072-031-Q1-E1-B2 


Seq. No. 


15578 


Contig ID 


36781 1.R1040 


5 '-most EST 


LIB3072-038-Q1-E1-A9 


Seq. No. 


15579 


Contig ID 


36787 1.R1040 


5 '-most EST 


LIB30T2-032-Q1-E1-B6 


Seq. No. 


15580 


Contig ID 


36791 1.R1040 


5 '-most EST 


bth700848662.hl 


Seq. No. 


15581 


Contig ID 


36831 1.R1040 


5 '-most EST 


LIB3072-034-Q1-E1-F1 


Seq. No. 


15582 


Contig ID 


36834 1.R1040 


5 '-most EST 


LIB3072-037-Q1-E1-A1 


Seq. No. 


15583 


Contig ID 


36844 1.R1040 


5 '-most EST 


LIB3072-030-Q1-E1-E6 


Method 


BLASTX 


NCBI GI 


g2500353 


BLAST score 


155 


E value 


4.0e-10 


Match length 


120 


% identity 


39 


NCBI Description 


60S RIBOSOMAL PROTEIN L10-3 (QM/R22) >giJL293784 (U55048 




similar to human QM protein, a putative tumor supressor, 




pi n H t* o ma i vp iiV*! i m n nnl tt^ttio C roHnpf' ^ op ("•omri 1 py 




subunit VI requiring protein SC34 [Oryza sativa] 


Seq. No. 


15584 


Contig ID 


36855 1.R1040 


5 '-most EST 


LIB3072-030-Q1-E1-H8 


Seq. No. 


15585 


Contig ID 


36855 2 R1040 


5' -most EST 


LIB3072-030-Q1-E1-B2 


Seq. No. 


15586 


font in TV) 




5 '-most EST 


LIB30T2-035-Q1-E1-C3 


Seq. No. 


15587 


Contig ID 


37006 1.R1040 


5 '-most EST 


LIB3072-032-Q1-E1-F4 


Seq. No. 


15588 


Contig ID 


37025 1.R1040 


5' -most EST 


LIB3072-02 9-Q1-E1-E4 
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Seq. No. 

Contig ID 
5 ! -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 



15589 

37062J..R1040 
LIB3072-031-Q1-E1-D4 

15590 

37092_1.R1040 
LIB3072-033-Q1-E1-F11 

15591 

37094_1.R1040 
LIB3072-033-Q1-E1-F2 

15592 

37118JL.R104Q 
LIB3072-031-Q1-E1-G1 

15593 

37127JL.R1040 
LIB3072-033-Q1-E1-A4 

15594 

37341JL.R1040 
LIB3072-030-Q1-E1-D9 

15595 

37360_1.R1040 
LIB3072-030-Q1-E1-C2 

15596 

37389_1.R1040 
LIB3072-029-Q1-E1-H2 

15597 

37523_1.R1040 

wrg700788148.hl 

BLASTX 

gl780757 

245 

8.0e-21 

73 
58 

(Y10291) highly expressed in proliferating cells 
[Arabidopsis thaliana] 

15598 

37531JL.R1040 
sat701011576.hl 
BLASTX 
g3252825 
332 

2.0e-30 
186 

49 . 
(AC004382) Unknown gene product [Homo sapiens J 

15599 

37531 2.R1040 



2600 



5 '-most EST 



asn701133382.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



15600 

37540JL.R1040 
LIB3072-027-Q1-E1-A7 

15601 

37553_1.R1040 
LIB3072-026-Q1-E1-G2 

15602 

37583JL.R1040 
LIB3093-006-Q1-K1-H11 

15603 

37605JL.R1040 

LIB3106-095-Q1-K1-B7 

BLASTX 

g4512696 

311 

4.0e-28 

99 

68 

{AC006569) hypothetical protein [Arabidopsis thaliana] 
15604 

37632JL.R1040 
jC-gmro02800040a04al 

15605 

37633 JL.R1040 
jC-gmle01810020blldl 

15606 

37645JL.R1040 

jC-gmro02910006fllal 

BLASTX 

g3608137 

160 

2.0e-13 

128 

41 

(AC005314) unknown protein [Arabidopsis thaliana] 
15607 

37645_2.R1040 
uC-gmrominsoyO 4 9d05bl 

15608 

37645_3.R1040 
uC-gmrominsoy206e04bl 

15609 

37661JL.R1040 
LIB3072-024-Q1-E1-B4 



Seq. No. 



15610 



2601 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



37666_1.R1040 

zsg701120625.hl 

BLASTX 

g4455324 

252 

1.0e-21 

72 
56 

(AL035525) putative protein [Arabidopsis thaliana] 
15611 

37675_1.R1040 
LIB3072-021-Q1-E1-A12 



Seq. No. 
Contig ID 
5 '-most EST 



15612 

37675_2.R1040 
kl!701204517.h2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15613 

37684JL.R1040 

leu701146690.hl 

BLASTX 

g3121852 

231 

1.0e-18 

199 

30 

CHLORIDE INTRACELLULAR CHANNEL PROTEIN 1 (NUCLEAR CHLORIDE 
ION CHANNEL 27) {P64 CLCP) >gi__2073569 (U93205) nuclear 
chloride ion channel protein [Homo sapiens] 
>gi_4502881_ref_NP_001279.1_pCLICl_ chloride intracellular 
channel 



Seq. No. 

Contig ID 
5 '-most EST 



15614 

37698_1.R1040 
LIB3092-039-Q1-K1-E6 



Seq. No. 

Contig ID 
5* -most EST 



15615 

37712_1.R1040 
LIB3072-022-Q1-E1-H3 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



15616 

37721JL.R1040 

g4260048 

BLASTX 

gl814401 

315 

1.0e-28 

92 

63 

(U84888) phosphoglucomutase [Mesembryanthemum crystallinum] 
15617 

37723JL.R1040 
g4304543 
BLASTX 
g461729 



2602 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388 

2.0e-37 

95 

75 

10 KD CHAPE RON IN (PROTEIN CPN10) (PROTEIN GROES) 

>gi_214 6744_pir S65597 probable chaperonin, 10K - 

Arabidopsis thaliana >gi_166662 (L02843) 10 kDa chaperonin 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



15618 

37727JL.R1040 
fua701039549.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15619 

37737_1.R1040 

ncj700983303.hl 

BLASTX 

g461532 

234 

5.0e-21 

71 
72 

ADP-RIBOSYLATION FACTOR >gi_1362500_pir D49993 

ADP-ribosylation factor - Aj ellomyces capsulata >gi_407 693 
(L25117) ADP-ribosylation factor [Histoplasma capsulatum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15620 

37737_2.R1040 

fua701037055.hl 

BLASTX 

g461532 

187 

3.0e-14 

50 
68 

ADP-RIBOSYLATION FACTOR >gi_1362500_pir D4 9993 

ADP-ribosylation factor - Aj ellomyces capsulata >gi_4 07 693 
(L25117) ADP-ribosylation factor [Histoplasma capsulatum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15621 

37749_1.R1040 

LIB3074-018-Q1-E1-G9 

BLASTN 

g2564044 

39 

2.0e-12 

59 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19P17, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



15622 

37759_1.R1040 
LIB3106-032-Q1-K1-E1 



Seq. No. 
Contig ID 



15623 

37769 1.R1040 



2603 



o 



5' -most EST 



crh700852347.hl 



Seq. No. 
Contig ID 
5' -most EST 



15624 

37784J..R1040 
LIB3072-021-Q1-E1-C10 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



15625 

37786J..R1040 
LIB3072-020-Q1-E1-H11 

15626 

37796_1.R1040 

rlr700897470.hl 

BLASTX 

g3695408 

146 

6.0e-09 

80 

42 

(AF096373) contains similarity to Solanum lycopersicum 
(tomato) wound-induced protein (GB:X59882) [Arabidopsis 
thaliana] >gi_4538956_emb_CAB39780 . 1_ (AL049488) probable 
wound-induced protein [Arabidopsis thaliana] 

15627 

37796_2.R1040 
LIB3107-057-Q1-K1-B1 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



15628 

37817_1.R1040 

LIB3072-020-Q1-E1-E11 

BLASTN 

g255572 

374 

0.0e+00 

407 

98 

small auxin up RNA gene cluster: orf 15A [Glycine 
max=soybeans, cv. Wayne, Genomic, 637 nt] 

15629 

37817_2.R1040 

jsh701066132.hl 

BLASTN 

g255576 

99 

2.0e-48 

250 
86 

small auxin up RNA gene cluster: orf 6B [Glycine 
max=soybeans, cv. Wayne, Genomic, 665 nt] 

15630 

37818JL.R1040 
LIB3072-020-Q1-E1-E12 



Seq. No. 



15631 



2604 



© 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37848_1.R1040 
jC-gmro02910055e02al 

15632 

37928_1.R1040 

jC-gmro02910009al0al 

BLASTX 

g2739046 

229 

1.0e-18 

163 

33 

(AF024652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 

15633 

37928__2.R1040 

leu701150844.hl 

BLASTN 

g2618600 

33 

6.0e-09 

73 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MDC12, complete sequence [Arabidopsis thaliana] 



Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15634 

37931_1.R1040 

LIB3072-017-Q1-E1-H11 

BLASTX 

g3582002 

248 

5.0e-21 

164 

38 

(AJ010943) tomato invertase 
esculentum] 



inhibitor [Lycopersicon 



Seq, No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



15635 

37939JL.R1040 
LIB3072-018-Q1-E1-A5 

15636 

37945JL.R1040 
LIB3072-017-Q1-E1-F2 

15637 

37946JL.R1040 
LIB3072-007-Q1-E1-C12 

15638 

38002JL.R1040 
LIB3109-010-Q1-K1-F8 



Seq. No. 

Contig ID 



15639 

38014 1.R1040 



2605 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



kll701208691.hl 

BLASTX 

g4467157 

184 

2.0e-13 

138 
34 

(AL035540) disease resistance response like protein 
[Arabidopsis thaliana] 

15640 

38033_1.R1040 

LIB3072-015-Q1-E1-C3 

BLASTX 

g2827657 

311 

4.0e-28 

104 

60 

(AL021637) putative protein [Arabidopsis thaliana] 
15641 

38036_1.R1040 

fua701043025.hl 

BLASTX 

g3355626 

455 

4.0e-45 

221 
62 

(Y09204) histidinol-phosphate aminotransferase [Nicotiana 
tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



15642 

38040_1.R1040 
LIB3139-045-P1-N1-F6 

15643 

38041_1.R1040 
LIB3092-010-Q1-K1-B12 



Seq. No. 
Contig ID 
5' -most EST 



15644 

38041_2.R1040 
LIB3072-014-Q1-E1-H12 



Seq. No. 
Contig ID 
5' -most EST 



15645 

38054_1.R1040 
LIB3072-014-Q1-E1-E2 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



15646 

38065_1.R1040 

LIB3073-025-Q1-K1-C10 

BLASTX 

g3540193 

467 

6.0e-47 
99 



2606 



% identity 85 

NCBI Description (AC004122) Unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST ^score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



[Arabidopsis thaliana] 



15647 

38065_2.R1040 

leu701148234.hl 

BLASTX 

g3540193 

291 

1.0e-26 

61 
84 

(AC004122) Unknown protein 
15648 

38087JL.R1040 
jC-gmst02400053a07dl 



15649 

38087_2.R1040 

uC-gmromins o y 1 7 5 e 0 2b 1 

BLASTX 

g4469025 

313 

2.0e-28 

98 

55 

(AL035602) putative protein [Arabidopsis thaliana] 
15650 

38087_3.R1040 

LIB3073-024-Q1-K1-F10 

BLASTX 

g4469025 

299 

8.0e-27 

98 

53 

(AL035602) putative protein [Arabidopsis thaliana] 
15651 

38087__4.R1040 

g4287589 

BLASTX 

g4469025 

302 

3.0e-27 

98 

53 

(AL035602) putative protein [Arabidopsis thaliana] 
15652 

38087_5.R1040 
jsh701068533.hl 

15653 

38087 6.R1040 



2607 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



kll701214922.hl 

BLASTX 

g3094014 

157 

1.0e-10 

60 
47 

(AF060862) unknown [Homo sapiens] 
15654 

38088JL.R1040 
LIB3072-012-Q1-E1-G12 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



15655 

38091_1.R1040 
LIB3072-012-Q1-E1-G5 

15656 

38101_1.R1040 
LIB3072-010-Q1-E1-A11 

15657 

38101_2.R1040 
uC-gmflminsoy011c07bl 

15658 

38107JL.R1040 
LIB3074-022-Q1-E1-A11 

15659 

38122_1.R1040 

awf700841115.hl 

BLASTX 

gl40701 

211 

1.0e-16 

132 

HYPOTHETICAL 26.5 KD PROTEIN IN TOLC-RIBB INTERGENIC REGION 
(ORFB) (0265) >gi 96076 pir_S22363 hypothetical protein B 
- Escherichia coll >gi_146680 (M77129) ORFB [Escherichia 
coli] >gi_1789419 (AE000386) orf, hypothetical protein 
[Escherichia coli] 

15660 

38122_2.R1040 
hrw701059941.hl 

15661 

38125_2.R1040 
zhf700953888.hl 

15662 

38129_1.R1040 

LIB3072-012-Q1-E1-B8 

BLASTX 

g4538962 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5' -most EST 



149 

2.0e-09 

133 

30 

(AL049488) hypothetical protein [Arabidopsis thaliana] 
15663 

38136J..R1040 

xzy700966722.hl 

BLASTX 

g3868857 

4 97 

2.0e-96 

303 

64 

(AB013886) RAVI [Arabidopsis thaliana] 



15664 

38136_2.R1040 

epx701105014.hl 

BLASTX 

g3868859 

276 

2.0e-24 

77 

73 

(AB013887) RAV2 



[Arabidopsis thaliana] 



15665 

38136_3.R1040 

uC-gmropic010d08bl 

BLASTX 

g3868859 

472 

2.0e-47 

155 

66 

(AB013887) RAV2 [Arabidopsis thaliana] 
15666 

38141JL.R1040 
LIB3072-011-Q1-E1-F1 



Seq. No. 

Contig ID 
5 T -most EST 



15667 

38143JL.R1040 
trc700566061.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 1 -most EST 



15668 

38143_3. R1040 
jsh701069222.hl 

15669 

38143_5. R1040 
uaw700666625.hl 



Seq. No. 

Contig ID 



15670 

38148 1.R1040 
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5 T -most EST 



LIB3170-037-Q1-K1-C3 



Seq. No. 15671 

Contig ID 38148_2 . R1040 

5' -most EST vzy700752483 . hi 

Seq. No. 15672 

Contig ID 38162JL . R1040 

5 1 -most EST trc700561670 . hi 

15673 

38185_1.R1040 
LIB3072-010-Q1-E1-F12 
BLASTX 
g4220484 
211 

2.0e-16 

130 

(AC006069) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 15674 

Contig ID 38185_2 . R1040 

5 f -most EST pxt700943644.hl 

Seq. No. 15675 

Contig ID 38187_1 . R1040 

5 '-most EST wrg70078 6281.h2 

Method BLASTX 

NCBI GI g4432834 

BLAST score 243 

E value 2.0e-20 

Match length 79 

% identity 66 , 
NCBI Description (AC006283) unknown protein [Arabidopsis thaliana] 

15676 

38191_1.R1040 
uC-gmflminsoyl09g07bl 
BLASTX 
g3096949 
1163 

1.0e-128 

308 

73 , 
(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 

Seq. No. 15677 

Contig ID 38202JL . R1040 

5' -most EST vwf 700674326 . hi 

Seq. No. 15678 

Contig ID 38237_1 . R1040 

5' -most EST LIB3072-009-Q1-E1-F11 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. No. 15679 

Contig ID 38259_1 .R1040 

5' -most EST zhf 700955591 .hi 

Method BLASTX 

NCBI GI gl685005 

BLAST score 4 42 

E value 1.0e-43 

Match length 137 

% identity 59 

NCBI Description (U32644) immediate-early salicylate-mduced 
glucosyltransferase [Nicotiana tabacum] 




Seq. No. 15680 

Contig ID 38272_1 . R1040 

5" -most EST txt700732307 .hi 

Method BLASTX 

NCBI GI g2145023 

BLAST score 284 

E value 3.0e-25 

Match length 135 

% identity 47 

NCBI Description (U97700) 15.5 kDa oleosin [Sesamum indicum] 

Seq. No. 15681 

Contig ID 38283_1 .R1040 

5' -most EST LIB3106-095-Q1-K1-C10 

Method BLASTX 

NCBI GI g3980406 

BLAST score 230 

E value 6.0e-19 

Match length 61 

% identity 69 

NCBI Description (AC004561) putative tropinone reductase [Ai 
thaliana] 



Seq. No. 15682 

Contig ID 38298JL . R1040 

5' -most EST LIB3106-097-Q1-K1-D3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15683 

38298__2.R1040 

LIB3167-023-P4-K4-E4 

BLASTX 

g2464852 

250 

6.0e-21 

164 
40 

(Z99707) putative protein [Arabidopsis thaliana] 



Seq. No. 15684 

Contig ID 38310JL .R1040 

5 1 -most EST LIB3072-008-Q1-E1-B9 



Seq. No. 15685 

Contig ID 38315JL . R1040 

5' -most EST g5677393 
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Seq. No. 
Contig ID 
5 T -most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15686 

38338_1.R1040 
g5057466 

15687 

38354JL.R1040 
LIB3074-003-Q1-K1-G11 

15688 

38367_1.R1040 

jC-gmle0181008 6dlOdl 

BLASTN 

g343022 

663 

0.0e+00 

911 

94 

Pea chloroplast photosystem II gene encoding the D2 and 
44kd chlorophyll a-binding proteins, complete cds 



Seq. No. 


15689 


Contig ID 


38386 1.R1040 


5' -most EST 


LIB3072-003-Q1-K1-H11 


Seq. No. 


15690 


Contig ID 


38417 1.R1040 


5 1 -most EST 


LIB3170-018-Q1-J1-B7 


Method 


BLASTX 


NCBI GI 


g2464880 


BLAST score 


34Z 


E value 


5.0e-32 


Match length 


138 


% identity 


51 


NCBI Description 


(Z99707) putative protein 


Seq. No. 


15691 


Contig ID 


38418 1.R1040 


5 T -most EST 


LIB3170-030-Q1-K1-B7 


Seq. No. 


15692 


Contig ID 


38467 1.R1040 


5' -most EST 


jC-gmfl02220142a02al 


Method 


BLASTX 


NCBI GI 


g2245125 


BLAST score 


153 


E value 


2.0e-22 


Match length 


130 


% identity 


41 


NCBI Description 


(Z97343) hypothetical prot 


Seq. No. 


15693 


Contig ID 


38467 2.R1040 


5' -most EST 


LIB3072-014-Q1-E1-H1 


Seq. No. 


15694 


Contig ID 


38475_1.R1040 
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5' -most EST g5606538 

Method BLASTX 

NCBI GI g2982243 

BLAST score 303 

E value 2.0e-27 

Match length 113 

% identity 55 t 
NCBI Description (AF051204) hypothetical protein [Picea marianaj 

Seq. No. 15695 

Contig ID 38475_2 .R1040 

5 T -most EST LIB3072-017-Q1-E1-D3 

Method BLASTX 

NCBI GI g2982243 

BLAST score 184 

E value 2.0e-13 

Match length 70 

% identity 54 _ 

NCBI Description (AF051204) hypothetical protein [Picea mariana] 



Seq. No. 15696 

Contig ID 38511_1.R1040 

5* -most EST LIB3072-022-Q1-E1-G2 



Seq. No. 


15697 


Contig ID 


38516 1.R1040 


5 '-most EST 


LIB3072-023-Q1-E1-C9 


Method 


BLASTX 


NCBI GI 


g3044212 


BLAST score 


438 


E value 


2.0e-43 


Match length 


125 


% identity 


68 


NCBI Description 


(AF057043) acyl-CoA oxidase 


Seq. No. 


15698 


Contig ID 


38546 1.R1040 


5' -most EST 


LIB3139-050-P1-N1-C2 


Method 


BLASTX 


NCBI GI 


g4105794 


BLAST score 


204 


E value 


6.0e-16 


Match length 


69 


% identity 


51 


NCBI Description 


(AF049928) PGP224 [Petunia 



Seq. No. 15699 

Contig ID 38550_1 . R1040 

5' -most EST LIB3092-001-Q1-K1-G6 

Seq. No. 15700 

Contig ID 38550_2 . R1040 

5" -most EST 6HC-02-Q1-E1-F4 

Seq. No. 15701 

Contig ID 38572 JL .R1040 

5 f -most EST zhf 700959357 . hi 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



15702 

38608J..R1040 
LIB3072-054-Q1-E1-E11 

15703 

38617_1.R1040 
LIB3072-056-Q1-K1-B12 

15704 

38624J..R1040 
LIB3072-057-Q1-K1-D2 

15705 

38654JL.R1040 

fC-gmse700673271f2 

BLASTN 

g2735255 

85 

1.0e-39 

185 
86 

Lycopersicon esculentum protein kinase (LePK6) gene, 
partial cds 

15706 

38658JL.R1040 
jC-gmle01810087gllal 



15707 

38690JL.R104 0 

LIB3073-026-Q1-K1-D3 

BLASTX 

g!684851 

176 

1.0e-12 

68 
56 

(U77935) DnaJ-like protein 
15708 

38692_1.R1040 
uaw700661987.hl 



[Phaseolus vulgaris] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



15709 

38708_1.R1040 
LIB3073-026-Q1-K1-C7 

15710 

38708_2.R1040 
LIB3109-003-Q1-K1-B3 

15711 

38713_1.R1040 
LIB3109-042-Q1-K1-C1 



Seq. No. 



15712 
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Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38725JL.R1040 
LIB3074-039-Q1-K1-E10 

15713 

38725_2. R1040 
LIB3106-032-Q1-K1-E5 

15714 

38725_3.R1040 
wrg700788527.hl 

15715 

38725_4 .R1040 
asn701138079.hl 

15716 

38733_1.R1040 

seb700651947.hl 

BLASTX 

g4510424 

752 

2.0e-84 

340 

(AC006929) putative carboxypeptidase [Arabidopsis thaliana] 
15717 

38733_2.R1040 

uC-gmrominsoy025f 08bl 

BLASTX 

g3876299 

195 

7.0e-15 

90 

46 

(Z71180) similar to BPTI/KUNITZ inhibitor domain; cDNA EST 
EMBL:D68293 comes from this gene; cDNA EST yk448h4.5 comes 
from this gene; cDNA EST yk249e6.5 comes from this gene; 
cDNA EST yk448h4.3 comes from this gene [Caenorhabdi . . . 
>gi 3880760_emb_CAA16311_ (AL021474) similar to BPTI/KUNITZ 
inhibitor domain; cDNA EST EMBL:D68293 comes from this 
gene; cDNA EST yk448h4.5 comes from this gene; cDNA EST 
yk249e6.5 comes from this gene; cDNA EST yk448h4.3 comes 
from this gene [Caenorhab 

15718 

38775_1.R1040 

pmv700894977.hl 

BLASTX 

g2827992 

211 

1.0e-16 

77 

52 

(AF034743) UDP-glucuronosyltransf erase [Pisum sativum] 



Seq. No. 



15719 
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oonuiy xu 


38781 1 R1040 


0 HI (jo L £jOa 


LIB30T3-024-Q1-K1-H2 




15720 


UOTiT-XCj XJJ 


38786 1 R1040 


S 1 -TTincst F^T 


LIB3073-024-Q1-K1-E12 


iyiei.no a. 


BLASTX 


NCBI GI 


g2367429 


BLAST score 


179 


TT na 1 no 


1.0e-12 


Maiden xengtn 


114 


% laenticy 


43 
*± j 


JNOoX UeSCIT ipt.XL>Il 


(AF000402} Nli21 [Lotus i 


beq • 1NO . 


1 S7?1 


uonrig xu 


3ft7flfi 1 R1040 




LIB30T3-024-Q1-K1-E3 


Method 


OXltIO 1 A. 




gl25020 


BLAST score 


340 


E value 


1.0e-31 


Match length 


178 


% identity 


48 


NCBI Description 


TRYPSIN INHIBITORS A AND 



C PRECURSOR (KUNITZ) 

_ psin inhibitor KTi3+ (Kunitz) - 

soybean >gi_256429_bbs_114 634 (S45092) Kunitz trypsin 
inhibitor, KTi [soybeans, Dare and Forrest, Peptide, 216 
aa] [Glycine max] 



Seq. No. 
Contig ID 
5' -most EST 



15722 

38863_1.R1040 
LIB3073-023-Q1-K1-F10 



Seq. No. 

Contig ID 
5' -most EST 



15723 

38895JL.R1040 
LIB3073-022-Q1-K1-C11 



Seq. No. 
Contig ID 
5 '-most EST 



15724 

38927JL.R1040 
LIB3107-003-Q1-K1-F5 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



15725 

38934_1.R1040 
xpa700795977.hl 

15726 

38934_2.R1040- 
LIB3138-04 9-Q1-N1-C12 



Seq. No. 
Contig ID 
5 '-most EST 



15727 

38934_3.R1040 
jC-gmle01810068d05al 



Seq. No. 
Contig ID 
5 '-most EST 



15728 

38934^4. R1040 
LIB3073-021-Q1-K1-D2 
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Seq, No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15729 

38989JL.R1040 
epx701107895.hl 

15730 

38993J..R1040 

LIB3074-011-Q1-E1-H12 

BLASTX 

gl362056 

228 

1.0e-18 

92 
54 

trypsin inhibitor precursor (clone ATI21) - alfalfa 
>gi_509374__emb_CAA56254_ (X79880) serine proteinase 
inhibitor [Medicago sativa] 

15731 

39012JL.R1040 

jsh701063892.hl 

BLASTX 

g2764992 

462 

4.0e-46 

144 

64 

(Y08609) plasma membrane polypeptide [Nicotiana tabacum] 
15732 

39017_1.R1040 

LIB3073-020-Q1-K1-A10 

BLASTX 

g99957 

330 

1.0e-30 

131 

53 

trypsin inhibitor B (Kunitz) precursor - soybean 
>gi_18772_emb_CAA45778_ (X64448) trypsin inhibitor subtype 
B [Glycine max] 

15733 

39020_1.R1040 

LIB3073-020-Q1-K1-A3 

BLASTX 

gl40299 

1074 

1.0e-117 

322 
65 

CYTOCHROME C BIOGENESIS PROTEIN CCSA >gi_82213_pir A05213 

hypothetical protein 313 - common tobacco chloroplast 
>gi_1223666_emb_CAA77395_ (200044) c-type cytochrome 
synthesis protein [Nicotiana tabacum] 

>gi_225254_prf 1211235CN ORF 313 [Nicotiana tabacum] 



Seq. No. 



15734 
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Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39021_1.R1040 

LIB3074-031-Q1-K1-B3 

BLASTX 

g2144584 

290 

6.0e-26 

154 

44 

trypsin inhibitor A (Kunitz) precursor - soybean 
>gi_18770_emb_CAA45777_ (X64447) trypsin inhibitor subtype 
A [Glycine max] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15735 

39040JL.R1040 

fua701043368.hl 

BLASTX 

g4105798 

4 60 

5.0e-46 

124 

60 

(AF049930) PGP237-11 



[Petunia x hybrida] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15736 

39045J..R1040 

LIB3170-009-Q2-J1-A12 

BLASTX 

g2618702 

277 

2.0e-24 

87 

64 

(AC002510) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5" -most EST 



15737 

39059J..R1Q40 
LIB3073-019-Q1-K1-C11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15738 

39087JL.R1040 

zhf700956344.hl 

BLASTX 

g4522009 

4 67 

8.0e-47 

136 

69 

(AC007069) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



15739 

39103JL.R1040 
LIB3107-003-Q1-K1-B1 



Seq. No. 
Contig ID 
5 • -most EST 
Method 



15740 

39141JL.R1040 

pcp700995510.hl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3080415 
1348 

1.0e-149 

349 
71 

(AL022604) cysteine proteinase 
thaliana] 



- like protein [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



15741 

39187JL.R1040 
LIB3106-013-Q1-K1-H1 

15742 

39200_1.R1040 

uC-gmf lminsoy07 4d03bl 

15743 

39211_1.R1040 

LIB3073-016-Q1-K1-D6 

BLASTX 

g2829751 

165 

2.0e-ll 

110 

31 

MACROPHAGE MIGRATION INHIBITORY FACTOR HOMOLOG (BMMIF) 
>gi 1850559 (U88035) macrophage migration inhibitory factor 
[Brugia malayi] >gi_2190976 (AF002699) macrophage migration 
inhibitory factor [Brugia malayi] 

15744 

39214_1.R1040 

zsg701127539.hl 

BLASTX 

g2501555 

900 

4.0e-97 

211 

77 

POSSIBLE APOSPORY-ASSOCIATED PROTEIN C >gi_54 9984 (U13148) 
possible apospory-associated protein [Pennisetum ciliare] 

15745 

39225JL.R1040 
hrw701062078.hl 

15746 

39337JL.R1040 
LIB3073-013-Q1-K1-F8 

15747 

39341_1.R1040 
uC-gmrominsoy217e05bl 

15748 

39368JL.R1040 
pcp700994174.hl 
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0 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 



BLASTX 

g4098517 

620 

2.0e-64 

194 

62 

(U79114) 

15749 

39368_2 

LIB3167- 

BLASTX 

g4098517 

246 

9.0e-40 

139 

57 

(U79114J 



auxin-binding protein ABP19 [Prunus persica] 



R1040 

077-P1-K2-C11 



auxin-binding protein ABP19 [Prunus persica] 



15750 

39382J..R1040 
g5606856 

15751 

39383JL.R1040 

zhf700960857.hl 

BLASTN 

g21004 

728 

0.0e+00 

1008 

93 

French Bean mRNA for plastid-located glutamine synthetase 
(EC 6.3.1.2) 

15752 

39383_2.R1040 

asn701132950.hl 

BLASTN 

g21004 

51 

7.0e-20 

130 

85 

French Bean mRNA for plastid-located glutamine synthetase 
(EC 6.3.1.2) 

15753 

39385J..R1040 
pxt700941706.hl 

15754 

39385_2.R1040 
LIB3107-060-Q1-K1-B5 



Seq. No. 

Contig ID 



15755 

39390 1.R1040 
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€1 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3073-012-Q1-K1-H5 

BLASTX 

g2462834 

307 

5.0e-28 

110 
51 

(AF000657) 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 15756 

Contig ID 39395JL . R1040 

5 1 -most EST taw700655563 . hi 

Method BLASTN 

NCBI GI g2623245 

BLAST score 124 

E value 4.0e~63 

Match length 310 

% identity 89 

NCBI Description Pisum sativum poly (A) polymerase mRNA, nuclear gene 
encoding chloroplast protein, complete cds 



Seq. No. 15757 

Contig ID 39400_1 . R1040 

5' -most EST leu701149631.hl 

Method BLASTX 

NCBI GI g20725 

BLAST score 470 

E value 6.0e-47 

Match length 137 

% identity 69 

NCBI Description (X65154) GA [Pisum sativum] 



Seq. No. 15758 

Contig ID 39400_2 . R1040 

5' -most EST LIB3093-053-Q1-K1-F8 

Method BLASTX 

NCBI GI g493636 

BLAST score 313 

E value 1.0e-28 

Match length 91 

% identity 52 

NCBI Description (D29684) predicted polypeptide for cytokinin-repressed 

[Cucumis sativus] >gi_746031j?rf 2016504A 

cytokinin-repressed protein CR9 [Cucumis sativus] 



Seq. No. 15759 

Contig ID 39400_3 . R1040 

5' -most EST bth700846523.hl 

Method BLASTX 

NCBI GI g20725 

BLAST score 340 

E value 7.0e-32 

Match length 113 

% identity 64 

NCBI Description (X65154) GA [Pisum sativum] 



Seq. No. 



15760 



2621 



Contig ID 


39400 5.R1040 


5 T -most EST 


LIB3106-009-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


a20725 


BLAST score 


243 


E value 


6.0e-27 


Match length 


103 


% i ripn t* i t" v 


64 


NCBI Description 


(X65154) GA [Pisum sativum] 


Seq. No. 


15761 


Pont* i rr TO 


"39405 1 R1040 


5 '-most EST 


LIB3073-012-Q1-K1-D3 


Seq. No, 


15762 


Contig ID 


39424 1.R1040 


5 T -most EST 


LIB3073-012-Q1-K1-B11 


Seq. No, 


15763 


Contig ID 


39426 1.R1040 


5' -most EST 


ssr700559275.hl 


Method 


BLASTX 


NCBI GI 


g3776572 


BLAST score 


624 


E value 


5.0e-65 


Match length 


136 


% identity 


87 


NCBI Description 


(AC005388) ESTs gb R65052, 



gb_H76282, gb_AA650771, gb_H76287, gb_AA650887, gb_N37383, 
gb_Z29721 and gb_Z29722 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 


15764 


Contig ID 


39444 1.R1040 


5' -most EST 


jC-gmst02400029c06dl 


Method 


BLASTX 


NCBI GI 


g82200 


BLAST score 


376 


E value 


8.0e-36 


Match length 


210 


% identity 


47 


NCBI Description 


hypothetical protein 


Seq. No, 


15765 


Contig ID 


39480 1.R1040 


5' -most EST 


LIB3073-011-Q1-K1-A8 


Seq. No. 


15766 


Contig ID 


39481 2.R1040 


5 T -most EST 


LIB3170-038-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4249388 


BLAST score 


447 


E value 


2.0e-44 


Match length 


109 


% identity 


74 


NCBI Description 


(AC005966) Similar to 



- common tobacco chloroplast 



2622 



(0IP2) from Homo sapiens. [Arabidopsis thaliana] 



Seq. No. 


15767 


Contig ID 


39481 3.R1040 


5' -most EST 


bth700848343.hl 


Method 


BLASTX 


NCBI GI 


g4249388 


BLAST score 


309 


E value 


2.0e-28 


Match length 


81 


% identity 


73 


NCBI Description 


(AC005966) Similar to gb 




(0IP2) from Homo sapiens' 


Seq. No. 


15768 


Contig ID 


39487^1. R1040 


5' -most EST 


uC-gmropic026g05bl 


Seq. No. 


15769 


Contig ID 


39504 1.R1040 


5 '-most EST 


LIB3094-011-O1-K1-C10 

JUi J- J— ' -w* \J ± \J -J— JL J— X- v -L. J- \J 


Method 


BLASTX 


NCBI GI 


g4467123 


BLAST score 


428 


E value 


8.0e-42 


Match length 


178 


% identity 


57 


NCBI Description 


(AL035538) hypothetical 


Seq. No. 


15770 


Contig ID 


39504_2.R1040 


5 T -most EST 


LIB3 094-0 04 -01-K1-A9 


Method 


BLASTX 


NCBI GI 


g4467123 


BLAST score 


228 


E value 


4.0e-21 


Match length 


156 


% identity 


49 


NCBI Description 


(AL035538) hypothetical 


Seq. No. 


15771 


Contig ID 


39506 1.R1040 


5 '-most EST 


LIB3 107-0 18 -01-K1-F9 

J— 1 JL. JL \J i \j JLi \J Vy/ JL XV JL X — ^ 


Method 


BLASTX 


NCBI GI 


g404690 


BLAST score 


477 


IR T7\p 1 n & 

Cj V CI X U.C 




Match length 


197 


% identity 


50 


NCBI Description 


(L19075) cytochrome P450 


Seq. No. 


15772 


Contig ID 


39513 1.R1040 


5' -most EST 


LIB3073-010-Q1-K1-D3 


Seq. No. 


15773 


Contig ID 


39556JL.R1040 



[Arabidopsis thaliana] 



[Catharanthus roseus] 



2623 



5 '-most EST 


epx701107134.hl 


Seq. No. 


15774 


Contig ID 


39557 1.R1040 


b'-most EST 


LIB3073-009-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl652105 


BLAST score 


182 


E value 


1.0e-13 


Match length 


60 


% identity 


52 


NCBI Description 


(D90902) hypothetical protein [Synechocystis sp.] 


Seq. No. 


15775 


Contig ID 


39575 1.R1040 


5' -most EST 


6HA-02-Q1-E1-H3 


Method 


BLASTX 


NCBI GI 


gll74498 


BLAST score 


158 


V T7"^ 1 n 

Hi vu.i.UC 


1 . 0e-10 


Match length 


59 


% identity 


51 


NCBI Description 


SYNAPTOBREVIN -RELATED PROTEIN >gi_600710 (M90418) 




called HAT24; synaptobrevin-related protein [Arab 




thaliana] 


Seq. No. 


15776 


Contig ID 


39598 1.R1040 


5 f -most EST 


LIB3073-009-Q1-K1-C8 



formerly 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15777 

39606J..R1040 

LIB3073-009-Q1-K1-A3 

BLASTX 

g2281103 

266 

6.0e-23 

77 

53 

(AC002333) Glucan endo-1, 3-beta glucosidase isolog 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15778 

39638JL.R1040 

g4287246 

BLASTX 

g2642450 

372 

2.0e-38 

122 

70 

(AC002391) putative metal ion transporter (Nramp) 
[Arabidopsis thaliana] >gi_3169188 (AC004401) putative 
metal ion transporter (Nramp) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



15779 

39647 1.R1040 



2624 



5' -most EST 



d) 



• 



LIB3073-008-Q1-K1-A7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 



15780 

39661_1.R1040 

LIB3138-129-Q1-N1-A10 

BLASTX 

g4062574 

200 

5.0e-15 

157 

36 

(D90738) Hypothetical protein [Escherichia colx] 
15781 

39661_2.R1040 
gbt700547986.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15782 

39680_1.R1040 

jC-gmst02400060d07al 

BLASTX 

g4455365 

370 

3.0e-35 

78 
85 

(AL035524) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



15783 

39714_1.R1040 
LIB3073-006-Q1-K1-G4 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15784 

39716__1.R1040 

taw700657964.hl 

BLASTX 

g3355476 

419 

5.0e-41 

148 

59 

(AC004218) unknown protein 



[Arabidopsis thaliana] 



15785 

39735_1.R1040 

LIB3073-006-Q1-K1-F3 

BLASTX 

g2129752 

437 

2.0e-43 

128 

62 

thioredoxin - Arabidopsis thaliana >gi_992964_emb_CAA84612_ 
(Z35475) thioredoxin [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



15786 

39752 1.R1040 



2625 



5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



bnc700605501.h2 
15787 

39769_1.R1040 
LIB3138-013-Q1-N1-E4 

15788 

39772_1.R1040 
LIB3073-005-Q1-K1-F8 

15789 

39801_1.R1040 

LIB3073-005-Q1-K1-C5 

BLASTX 

g543565 

206 

3.0e-16 

69 
52 

hypothetical 10. OK protein - Zinnia elegans 
>gi_493721_dbj_BAA06462_ (D30802) TED4 [Zinnia elegans] 
>gi_641903 (U19266) putative nonspecific lipid transfer; 
auxin induced gene [Zinnia elegans] 

15790 

39806_1.R1040 

LIB3073-005-Q1-K1-A10 

BLASTX 

g4262146 

244 

2.0e-20 

181 

32 

(AC005275) predicted protein of unknown function 
[Arabidopsis thaliana] 

15791 

39811_1.R1040 
taw700660505.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



15792 

39822_1.R1040 
LIB3073-004-Q1-K1-E8 

15793 

39823JL.R1040 
LIB3073-004-Q1-K1-G9 



Seq. No. 
Contig ID 
5' -most EST 



15794 

39931_1.R1040 
txt700733127.hl 



Seq. No. 
Contig ID 
5 '-most EST 



15795 

39935_1.R1040 
LIB3073-002-Q1-K1-H10 



Seq. No. 



15796 



2626 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39951__1.R1040 

epx701108488.hl 

BLASTX 

g2191128 

882 

6.0e-95 

211 

80 

(AF007269) belongs to the L5P family of ribosomal proteins 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 f -most EST 



15797 

39955_1.R1040 
LIB3073-002-Q1-K1-C3 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15798 

39969_1.R1040 

wrg700788338.hl 

BLASTX 

gll9931 

494 

1.0e-49 
146 
67 

FERREDOXIN 
[2Fe-2S] I 
ferredoxin 



I PRECURSOR >gi_65740_pir FEPM1 ferredoxin 

precursor - garden pea >gi_169087 (M31713) 
I precursor [Pisum sativum] 



Seq. No. 
Contig ID 
5' -most EST 



15799 

39981_1.R1040 
LIB3073-001-Q1-K1-G11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15800 

40003JL.R1040 

LIB3092-016-Q1-K1-D8 

BLASTX 

g2129454 

17 9 

6.0e-13 

61 
16 

chlorophyll a/b-binding protein (clone GC18 and others) - 
Euglena gracilis (var. bacillaris) (fragment) 
>gi_510388_emb_CAA43633_ (X61361) light harvesting 
chlorophyll a /b binding protein of PSII [Euglena gracilis] 



Seq. No. 
Contig ID 
5 '-most EST 



15801 

40048JL.R1040 
g5126684 



Seq. No. 

Contig ID 
5' -most EST 



15802 

40085_1.R1040 
rlr700898782.hl 



Seq. No. 
Contig ID 
5' -most EST 



15803 

40099_1.R1040 
LIB3073-007-Q1-K1-E7 



2627 



Method 


bliiioiA 




NCBI GI 


g4262140 




BLAST score 


289 




E value 






LYiarcn iengi.n 


T 9 




-s identity 


/ 4 




NCBI Description 


^Auuuoz/oj puLdtive l. type 


ill QnRWP 


beq. No. 


100U4 




Contig ID 


/innQQ o Din /in 




0 IIIO ST- iljOi 


1 on70Tl 4Q77Q hi 

leu/uiift:?/ /^.xii 




ixie I, no u 






NCBI GI 


g4262140 




BLAST score 


249 




E value 


1 Ho— 91 

i . ue z i 




Match length 


/i /i 




-5 identity 






NCBI Description 


(ACUUo^/oj putative u-type 


Ul SnKNir 


Seq. No. 


1 c o a n 




Contig ID 


4UlUo 1.K1U4U 




o —most: ho 1 


hlnoKJ I J — UUo" y 1— 1\1— Ul 




Method 


T3T ZiQTY 
olifiD I A 




NCBI GI 


g3128175 




BLAST score 


174 




E value 


o fir,- 1 0 

j . ue— iz 




Match length 


141 




% identity 


JJ 




NCBI Description 


(AC004521) unknown protein 


[Arabidop 


Seq. No. 


15806 




Contig ID 


40152 1.R1040 




5 -most EST 


lidoiud- uyz-yi-Jtvi-o / 




Method 


DT 7\ O rpv 

d1lA.o I A 




NCBI GI 


g3212862 




BLAST score 


296 




E value 


1.0e-26 




Match length 


81 




% identity 


70 




NCBI Description 


(AC004005) putative riboflavin synth 




thaliana] 




Seq. No. 


15807 




Contig ID 


40172 1.R1040 




o -most: bbi 


wvk700685988.hl 




Mof- /-3 
L v Ic LilUU. 


BLASTX 




NCBI GI 


gll69186 




BLAST score 


468 




E value 


1.0e-46 




Match length 


180 




% identity 


51 





[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



[Arabidopsis 



NCBI Description 



THIOL PROTEASE SEN102 PRECURSOR >gi_1085732_pir S36421 

cysteine proteinase - Hemerocallis sp 

>gi_1364024_pir S57777 cysteine protease precursor - 

Hemerocallis x hybrida >gi_396568_emb_CAA52425_ (X74406) 
thiol-protease [Hemerocallis sp.] 



2628 



€1 



Seq. No. 


loouo 


Contig ID 


402-30 1.R1040 


5 -most EST 


LIBoO /4-041-Ql-Kl-Ho 


Seq. No. 


15809 


Contig ID 


4UZ44 1.R104U 


o —most ibi 


T Til "31 ^Q_1 1 /1_D1 _TJl _rQ 




oliiiO 1 A 


NCBI GI 


g2832618 


BLAST score 


428 


E value 


o . ue-4^ 


Match length 


o n q 


% identity 


37 


NCBI Description 


(AL021711) putative 


beq. No. 


1 EQ1 A 

lOolU 


Contig ID 


40zyi 1. RIO 4 0 


S'-most EST 


LIBi074-041-Ql-Kl-Al 


Seq. No. 


1 c 0 1 1 

15811 


Contig ID 


40326_1.R1040 


C 1 _ J_ T-i ri m 

o -most EST 


seD/OObooDOU . nl 


Method 


bLAb 1A 


\TPDT r*T 
JNUnl bl 


gn / Uo y / 


BLAST score 


1550 


E value 


1.0e-173 


Match length 


355 


% identity 


86 


NCBI Description 


MALATE DEHYDROGENASE 



>gi_107 6276_pir S52039 NAD-malate dehydrogenase - cucumber 

>gi_695311 (L31900) glyoxysomal malate dehydrogenase 
[Cucumis sativus] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



15812 

40326_3.R1040 
g5676893 

15813 

40336_1.R1040 
LIB3074-039-Q1-K1-B2 



Seq. No. 
Contig ID 
5' -most EST 



15814 

40474_1.R1040 
LIB3074-036-Q1-K1-C1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15815 

40511_1.R1040 

pcp700995144.hl 

BLASTX 

g2673913 

502 

7.0e-51 

145 

64 

(AC002561) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



15816 



2629 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40511_2.R1040 

epx701105504.hl 

BLASTX 

g2673913 

346 

1.0e-32 

94 

70 

(AC002561) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



15817 

40542JL.R1040 
LIB3074-033-Q1-K1-D12 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15818 

40565_1.R1040 

jsh701069867.hl 

BLASTX 

g2494034 

964 

1.0e-104 

215 

84 

DIACYLGLYCEROL KINASE 1 (DIGLYCERIDE KINASE) {DGK 1) (DAG 

KINASE 1) >gi_2129573_pir S71467 diacylglycerol kinase - 

Arabidopsis thaliana >gi_1374772_dbj_BAA09856__ (D63787) 
diacylglycerol kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



15819 

40726_1.R1040 
leu701149578.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15820 

40726_2.R1040 

LIB3106-098-Q1-K1-C8 

BLASTN 

g3821780 

36 

9-0e-ll 

49 
51 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 
Contig ID 
5' -most EST 



15821 

40726_3.R1040 
kll701204832.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15822 

40751_2.R1040 

uC-gmflminsoy035g04bl 

BLASTX 

g2811014 

173 

4.0e-12 

78 

44 

DYNE IN LIGHT CHAIN LC6, 



FLAGELLAR OUTER ARM 



2630 



>gi_2208914_dbj_BAA20525_ (AB004830) outer arm dynein LC6 
[Anthocidaris crassispina] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15823 

40751_3.R1040 

g4300275 

BLASTX 

g2494221 

150 

2.0e-09 

77 

40 

DYNEIN LIGHT CHAIN 1, CYTOPLASMIC (PROTEIN INHIBITOR OF 
NEURONAL NITRIC OXIDE SYNTHASE) (PIN) >gi_4558123_pdb_lBKQ_ 
Solution Nmr Structure Of Pin: A Protein Inhibitor Of 
Neuronal Nitric Oxide Synthase, 20 Structures >gi_1209061 
(U32944) cytoplasmic dynein light chain 1 [Homo sapiens] 
>gi_1654355 (U66461) protein inhibitor of neuronal nitric 
oxide synthase [Rattus norvegicus] >gi_2654600 (AF008304) 
protein inhibitor of neuronal nitric oxide synthase 
[Oryctolagus cuniculus] >gi_2655057 (AF020710) protein 
inhibitor of neuronal nitric oxide synthase [Oryctolagus 
cuniculus] >gi_4103059 (AF020185) protein inhibitor of 
nitric oxide synthase [Mus musculus] 

>gi_4505813_ref_NP_003737 . l_pPIN__ dynein, cytoplasmic, 
light polypeptide 



Seq, No. 
Contig ID 
5 '-most EST 



15824 

40760_1.R1040 
LIB3074-029-Q1-K1-F8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15825 

40770JL.R1040 

LIB3074-029-Q1-K1-C6 

BLASTX 

g3228666 

218 

1.0e-17 

112 

38 

(AF069987 ) nitrilase 
(AF069984 ) nitrilase 



1 [Homo sapiens] >gi_3242978 
homo log 1 [Homo sapiens] 



Seq. No. 
Contig ID 
5' -most EST 



15826 

40785_1.R1040 
LIB3074-029-Q1-K1-A8 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15827 

40787_1.R1040 

zhf700962929.hl 

BLASTX 

gll4009 

145 

1.0e-08 

54 

52 

APAG PROTEIN >gi 



72927_pir BVECAG apaG protein 



2631 




Escherichia coli >gi_40918_emb_CAA28418_ (X04711) URF 
(apaG) (AA 1-375) [Escherichia coli] 

>gi_216475_dbj_BAA01326_ (D10483) apaG protein [Escherichia 
coll] >gi_1786235 (AE000115) orf, hypothetical protein 
[Escherichia coli] 

Seq. No. 15828 

Contig ID 40787_2.R1040 

5' -most EST wvk700682208.hl 

Seq. No. 15829 

Contig ID 40794_1 .R1040 

5 '-most EST LIB3170-077-Q1-K1-A6 

Method BLASTX 

NCBI GI g3287270 

BLAST score 539 

E value 5.0e-55 

Match length 205 

% identity 54 ^_ 

NCBI Description (Y09533) involved in starch metabalism [Solanum tuberosum] 

15830 

40812JL.R1Q40 
jC-gmro02800031g08al 
BLASTX 
g3135277 
240 

6.0e-20 

113 
50 

(AC003058) hypothetical protein [Arabidopsis thaliana] ^ 
>gi 4191776 (AC005917) hypothetical protein [Arabidopsis 
thaliana] 

15831 

40812_2.R1040 
LIB3074-028-Q1-K1-E3 
BLASTX 
g3135277 
210 

1.0e-16 
120 
42 

(AC003058) hypothetical protein [Arabidopsis thalxana] 
>gi_4191776 (AC005917) hypothetical protein [Arabidopsis 
thaliana] 

Seq. No. 15832 

Contig ID 40813_1.R1040 

5' -most EST rlr700896847 .hi 

Seq. No. 15833 

Contig ID 40859_1 . R1040 

5 T -most EST LIB3074-026-Q1-E1-F8 

Seq. No. 15834 

Contig ID 40892_1.R1040 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2632 



5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5688095 
BLASTX 
g2808420 
179 

4.0e-13 

100 
37 

(Z97632) 
cof actor 



HIV-1 transcriptional elongation factor TAT 
TAT-SF1 [Homo sapiens] 



15835 

40906_1.R1040 
LIB3074-025-Q1-E1-F11 

15836 

40934_1.R1040 

LIB3170-015-Q1-K1-A2 

BLASTN 

g343344 

606 

0.0e+00 

665 

98 

Soybean chloroplast 16S rRNA (3' end), 18S 
Ile-tRNA, and Ala-tRNA genes 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 



rRNA {5 T end), 



15837 

40935_1.R1040 

pmv700893664.hl 

BLASTX 

gl351359 

289 

1.0e-25 

69 
75 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 7 . 8 KD PROTEIN 

(MITOCHONDRIAL HINGE PROTEIN) (CR7) >gi_107 17 88_pir S48690 

ubiquinol— cytochrome-c reductase (EC 1.10.2.2) UK protein 

- potato >gi_488712_emb_CAA558 60_ (X79273) 

ubiquinol — cytochrome c reductase [Solanum tuberosum] 

15838 

40958_1.R1040 

LIB3106-062-Q1-K1-D5 

BLASTN 

g505584 

325 

0.0e+00 

613 

88 

G.max mRNA for Glyoxalase I 
15839 

40967JL.R1040 
kmv700743448.hl 
BLASTX 
g2511693 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



573 

4.0e-59 

159 

71 

(Z99954) cysteine proteinase precursor [Phaseolus vulgaris] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15840 

40973JL.R1040 

smc700745029.hl 

BLASTX 

g461812 

1364 

1.0e-151 

497 
50 

CYTOCHROME P450 72 (CYPLXXII) (PROBABLE 

GERANIOL-1 0 - HYDROXYLASE ) (GE10H) >gi_l 67484 (L10081) 

Cytochrome P-450 protein [Catharanthus roseus] 

>gi_445604_prf 1909351A cytochrome P450 [Catharanthus 

roseus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15841 

40973_2.R1040 
zzp700831951.hl 
BLASTX 
g404688 



; Je-18 

82 

54 

(L19074) 



cytochrome P450 [Catharanthus roseus] 



Seq. No. 
Contig ID 
5 T -most EST 



15842 

40998J..R1040 
leu701153111.hl 



Seq. No. 
Contig ID 
5' -most EST 



15843 

40998_2.R1040 
LIB3074-023-Q1-E1-G10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15844 

41112JL.R1040 

bth700847980.hl 

BLASTX 

g4455236 

480 

5.0e-48 

143 

66 

(AL035523) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



15845 

41123JL.R1040 

LIB307 4-018-Q1-E1-E9 

BLASTX 

g3335366 

395 
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# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-38 

105 
70 

(AC003028) unknown protein [Arabidopsis thaliana] 
15846 

41124J..R1040 

fC-gmle700870920f3 

BLASTX 

gl653089 

234 

2.0e-19 

72 

(D90911) hypothetical protein [Synechocystis sp.J 



15847 

41142_1.R1040 

LIB3074-018-Q1-E1-D10 

BLASTX 

g3399767 

255 

1.0e-21 

119 

39 

(U76298) uclacyanin I 
*• CO 0 5 7 0 0 ) uclacyanin 



[Arabidopsis thaliana] >gi_38314 66 
I [Arabidopsis thaliana] 



15848 

41198J..R1040 

LIB3093-004-Q1-K1-E3 

BLASTX 

g4415930 

167 

1.0e-ll 

58 
53 

(AC006418) unknown protein [Arabidopsis thaliana] 
>gi_4559389_gb_AAD23049.1_AC006526_14 (AC006526) unknown 
protein [Arabidopsis thaliana] 

15849 

41244JL.R1040 
LIB3074-012-Q1-E1-B11 

15850 

41278_1.R1040 

wrg700790644.h2 

BLASTX 

g2344892 

285 

2.0e-25 

118 

53 

(AC002388) unknown protein [Arabidopsis thaliana] 



Seq. No. 



15851 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41278_2.R1040 

wvk700681031.hl 

BLASTX 

g2344892 

250 

1.0e-21 

58 

83 

(AC002388) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15852 

41278_3.R1040 

pcp700991320.hl 

BLASTX 

g2344892 

290 

7.0e-26 

154 

53 

(AC002388) unknown protein [Arabidopsis thaliana] 



Seq. No* 
Contig ID 
5' -most EST 



15853 

41301JL.R1040 
LIB3109-038-Q1-K1-C4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15854 

* '332_1.R1040 
s ,677525 
BLASTX 
g4218115 
353 

3.0e-33 

116 

62 

(AL035353) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



15855 

41334JL.R1040 
seb700650771.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15856 

41359_1.R1040 

LIB3074-009-Q1-E1-A3 

BLASTN 

g20880 

180 

2.0e-96 

372 

87 

Pea mRNA for plastid ribosomal protein CL9 



Seq. No. 
Contig ID 
5' -most EST 



15857 

41461_1.R1040 
LIB3074-004-Q1-K1-D11 



Seq. No. 
Contig ID 



15858 

41461 2.R1040 
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5" -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4313788 
15859 

41517J..R1040 

xzy700966814.hl 

BLASTX 

g3738285 

542 

3.0e-55 

162 

64 

(AC005309) unknown protein [Arabidopsis thaliana] 
15860 

41519_1.R1040 

LIB3074-019-Q1-E1-H10 

BLASTX 

g461453 

162 

1.0e-ll 

57 

63 

AUXIN-BINDING PROTEIN 1 PRECURSOR (ABP) 

>gi_3224 67_pir S31584 auxin-binding protein precursor - 

Arabidopsis thaliana >gi_16201_emb_CAA4 9526_ (X69901) 
auxin-binding protein [Arabidopsis thaliana] 

-i_251899_bbs_109280 (S40550) At-ERabpl=endoplasmic 
. jticulum auxin binding protein 1 [Arabidopsis thaliana. 
Peptide, 198 aa] [Arabidopsis thaliana] >gi_3924 607 
(AF069442) auxin-binding protein 1 precursor [Arabidopsis 
thaliana] 

15861 

41653_2.R1040 

ujr700646671.hl 

BLASTX 

g4056478 

230 

7.0e-19 

62 

74 

(AC005896) unknown protein [Arabidopsis thaliana] 
15862 

41660JL.R1040 
LIB3087-012-Q1-K1-G9 



15863 

41664_2.R1040 

jex700906561.hl 

BLASTX 

g3183377 

141 

1.0e-08 

88 
20 

HYPOTHETICAL 79.3 



KD PROTEIN C24C9.05C IN CHROMOSOME I 
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Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_2330788_emb_CAB11262_ (Z98601) hypothetical protein. 
[Schizosaccharomyces pombe] 

15864 

41669_1.R1040 
LIB3087-012-Q1-K1-H1 

15865 

41673_1.R1040 
LIB3087-012-Q1-K1-H3 

15866 

41682JL.R1040 
gsv701044957.hl 

15867 

41683JL.R1040 
LIB3087-012-Q1-K1-E8 

15868 

41687_1.R1040 
LIB3087-012-Q1-K1-F3 

15869 

41690JL.R1040 
asn701143247.hl 

E. ASTX 
q'. 739046 
601 

3.0e-62 

166 

66 

(AF024652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 

15870 

41690_2.R1040 

LIB3087-012-Q1-K1-F6 

BLASTN 

g2739045 

56 

1.0e-22 

152 

84 

Glycine max polyphosphoinositide binding protein Ssh2p 
(SSH2) mRNA, complete cds 

15871 

41697_1.R1040 

LIB3106-032-Q1-K1-H3 

BLASTN 

g2264312 

42 

3.0e-14 

46 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
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# 



M0K16, complete sequence [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15872 

41697_2.R1040 

ssr700554496.hl 

BliASTN 

g2264312 

38 

4.0e-12 

46 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
M0K16, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15873 

41704_l.R3.O4O 

zsg701119162.hl 

BLASTX 

g4544409 

523 

5.0e-53 

161 

65 

(AC006955) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



" '874 

- .711JL.R1040 

pmv700895290.hl 

BLASTX 

g3688173 

784 

1.0e-83 

219 

65 

(AL031804) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



15875 

41712JL.R1040 
LIB3087-012-Q1-K1-B3 



Seq. No. 
Contig ID 
5 '-most EST 



15876 

41713JL.R1040 
leu701146552.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15877 

41715JL.R104Q 

LIB3087-012-Q1-K1-B6 

BLASTX 

g4467125 

448 

2.0e-44 

114 

75 

(AL035538) putative protein [Arabidopsis thaliana] 



Seq. No. 



15878 



2639 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41724JL.R1040 

LIB3087-011-Q1-K1-H11 

BLASTX 

g4038057 

145 

5.0e-09 

79 

41 

(AC005897) hypothetical protein [Arabidopsis thaliana] 
15879 

41727J..R1040 

fC-gmle700743051al 

BLASTX 

gl911166 

1537 

1.0e-171 

320 
88 

(X94400) soluble-starch-synthase [Solanum tuberosum] 
15880 

41731_1.R1040 

fC-gmst700653807fl 

BLASTX 

g541824 

2^34 

0 Oe+00 

476 

83 

protein kinase 
protein kinase 



- spinach >gi_457709_emb_CAA82991_ (Z30330) 
[Spinacia oleracea] 



Seq. No. 
Contig ID 
5' -mo st EST 



15881 

41734JL.R1040 
LIB3087-012-Q1-K1-A7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



15882 

41737_1.R1040 

asn701139503.hl 

BLASTX 

g3600036 

670 

3.0e-70 

257 

60 

(AF080119) contains similarity to protein kinase domains 
(Pfam: pkinase.hmm, score: 227.04) [Arabidopsis thaliana] 

15883 

41739_1.R1040 

LIB3087-012-Q1-K1-F11 

BLASTN 

g!70643 

94 

3.0e-45 
282 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 

Vigna aconitifolia 

5 1 -phosphoribosyl-4- (N-succinocarboxamide) -5- 
aminoimidazole synthetase mRNA 

15884 

41741JL.R1040 

LIB3087-011-Q1-K1-F7 

BLASTX 

g629654 

246 

8.0e-21 

118 

51 

5 ' -phosphoribosyl-4- (N-succinocarboxamide ) -5 -ami 
noimidazole synthetase - moth bean 



Seq. No. 


15885 


Contig ID 


41744 1.R1040 


5 1 -most EST 


LIB3087-011-Q1-K1-G10 


Seq. No. 


15886 


Contig ID 


41755 1.R1040 


5' -most EST 


asn701132483.hl 


Seq. No. 


15887 


Contig ID 


' '766 1.R1040 


5' -most EST 


L-B3087-011-Q1-K1-A7 


Method 




NCBI GI 


g3080397 


BLAST score 


659 


E value 


5.0e-69 


Match length 


193 


% identity 


67 


NCBI Description 


(AL022603) hypothetical 


Seq. No. 


15888 


Contig ID 


41770_1.R1040 


5 '-most EST 


uC-gmropic!08gl0bl 


Method 


BLASTX 


NCBI GI 


g2827554 


BLAST score 


330 


E value 


9.0e-47 


Match length 


230 


% identity 


51 


NCBI Description 


(AL021635) putative DNA 




thaliana] 


Seq. No. 


15889 


Contig ID 


41772 1.R1040 


5' -most EST 


LIB3109-046-Q1-K1-H3 


Seq. No. 


15890 


Contig ID 


41774 1.R1040 


5 '-most EST 


LIB3087-010-Q1-K1-F7 



Seq. No. 



15891 



2641 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



41774_2.R1040 
gsv701051312.hl 

15892 

41777JL.R1040 
LIB3107-061-Q1-K1-A10 

15893 

41778_1.R1040 
uC-gmrominsoyll2b03bl 

15894 

41778_2.R1040 
LIB3087-010-Q1-K1-G12 

15895 

41778_3.R1040 
jC-gmst02400046c01al 

15896 

41779_1.R1040 
LIB3087-010-Q1-K1-G3 

15897 

41807JL.R1040 
LIB3087-010-Q1-K1-A11 

1.398 

41808JL.R1040 
LIB3087-010-Q1-K1-A12 

BLASTX 

g4558556 

553 

1.0e-56 

211 

52 

(AC007138) predicted protein of unknown function 
[Arabidopsis thaliana] 

15899 

41809JL.R1040 
uaw700662444.hl 

15900 

41812JL.R1040 
rca700996964.hl 

15901 

41814_1.R1040 
wvk700681344.h2 

15902 

41815JL.R1040 

LIB3087-009-Q1-K1-H5 

BLASTN 

gl335861 

225 



2642 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 



1.0e-123 

353 

91 

Glycine max clathrin heavy chain mRNA, complete cds 
15903 

41825JL.R1040 

LIB3087-009-Q1-K1-H2 

BLASTX 

g832876 

584 

4.0e-60 

197 

55 

(L41345) ascorbate free radical reductase [Solanum 

lycopersicum] >gi_1097368_prf 2113407A ascorbate free 

radical reductase [Lycopersicon esculentum] 

15904 

41834_1.R1040 

kll701211187.hl 

BLASTX 

g4008446 

239 

6.0e-20 
113 

4? 

;„iL034488) predicted using Genefinder; cDNA EST EMBL:C08771 
comes from this gene; cDNA EST EMBL:C07412 comes from this 
gene [Caenorhabditis elegans] 

15905 

41848_1.R1040 
LIB3087-009-Q1-K1-C10 

15906 

41849JLR1040 
LIB3087-009-Q1-K1-A8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



15907 

41864J..R1040 

trc700567308.hl 

BLASTX 

g!20669 

370 

1.0e-35 

81 

84 

GLYCERALDEHYDE 3- PHOSPHATE DEHYDROGENASE , CYTOSOLIC 

>gi_66014_pir DEJMG glycer aldehyde- 3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

15908 

41876_1.R1040 
LIB3087-008-Q1-K1-D11 



2643 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g2911040 

322 

6.0e-30 

125 

25 

(AL021961) 



receptor protein kinase - like protein 



[Arabidopsis thaliana] 
15909 

41887_1.R1040 

uC-gmropic056h08bl 

BLASTX 

g3914600 

178 

6.0e-13 

55 
55 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
{RUBISCO SMALL SUBUNIT) >gi_3168587_dbj_BAA28610 . 1_ 
(AB004883) ribulose 1, 5-bisphosphate carboxylase/oxygenase 
small subunit [Marchantia paleacea] 

15910 

41887_2.R1040 
LIB3087-008-Q1-K1-C5 

E : A.STX 

g^314600 

194 

7.0e-15 

56 

57 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_3168587_dbj_BAA28610 . 1_ 
(AB004883) ribulose 1, 5-bisphosphate carboxylase/oxygenase 
small subunit [Marchantia paleacea] 

15911 

41893JL.R1040 

LIB310 6-066-P1-K1-C7 

BLASTX 

g3894173 

526 

3.0e-53 

129 

74 

(AC005312) hypothetical protein [Arabidopsis thaliana] 
15912 

41893_3.R1040 
leu701153729.hl 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 



15913 

41895JL.R1040 
sat701009362.hl 
BLASTX 
g3128168 



2644 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



1301 

1.0e-144 

344 
67 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



15914 

41895_2.R1040 
LIB3087-008-Q1-K1-B3 



Seq. No. 
Contig ID 
5 1 -most EST 



15915 

41895_3.R1040 
pxt700943033.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 



15916 

41897_1.R1040 

LIB3167-029-P1-K1-E8 

BLASTX 

g2129630 

494 

7.0e-50 

117 

71 

lamin - Arabidopsis thaliana >gi_1262754_emb_CAA65750_ 
(X97023) lamin [Arabidopsis thaliana] >gi_3395760 (U77721) 
ur known [Arabidopsis thaliana] 

15917 

41901_1.R1040 

gsv701045903.hl 

BLASTX 

g3650032 

289 

5.0e-26 

60 

73 

(AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 

15918 

41901_2.R1040 

gsv701044721.hl 

BLASTX 

g3650032 

148 

1.0e-09 

33 
64 

(AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 

15919 

41907_1.R1040 
zhf 700952814. hi 
BLASTX 
g2275210 



2645 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



141 

1.0e-08 

44 

64 

(AC002337) peptidyl -prolyl cis-trans isomerase isolog 
[Arabidopsis thaliana] 

15920 

41911_1.R1040 

pcp700990887.hl 

BLASTX 

gl871187 

277 

2.0e-24 

162 
43 

(U90439) unknown protein [Arabidopsis thaliana] 
15921 

41914JL.R1040 
uC-gmflminsoy026fllbl 

15922 

41914_2.R1040 
jC-gmro02910052g02al 

15923 

4I916_1.R1040 

LIB3087-005-Q1-K1-H12 

BLASTX 

gl352904 

145 

5.0e-09 

128 
35 

HYPOTHETICAL 37.5 KD PROTEIN IN YUH1-URA8 INTERGENIC REGION 

>gi_1077903_pir S57121 hypothetical protein YJRlOOc - 

yeast (Saccharomyces cerevisiae) >gi_1015804_emb_CAA89630_ 
(Z4 9600) ORF YJRlOOc [Saccharomyces cerevisiae] 

15924 

41920_1.R1040 
LIB3087-007-Q1-K1-A10 



Seq. No. 

Contig ID 
5' -most EST 



15925 

41925_1.R1040 
LIB3138-122-Q1-N1-F8 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



15926 

41930_1.R1040 
awf 700836871. hi 

BLASTX 

g2618702 

340 

7.0e-32 

81 

80 



2646 



NCBI Description (AC002510) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15927 

41935JL.R1040 

uC-gmrominsoyO 93d0 9b 1 

BLASTX 

g282994 

343 

5.0e-32 

140 

47 

Sipl protein - barley >gi_167100 (M77475) 
protein [Hordeum vulgare] 



seed imbibition 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



seed imbibition 



15928 

41935_2.R1040 

fua701037316.hl 

BLASTX 

g282994 

222 

5.0e-18 

84 

49 

Sipl protein - barley >gi_167100 (M77475) 
protein [Hordeum vulgare] 

15929 

41938_1.R1040 

uC- gmr ono i r 0 4 8 c 1 Ob 1 



15930 

41943_1.R1040 

fC-gmse7000754894fl 

BLASTX 

g3928758 

512 

6.0e-52 

152 

68 

(AB007 987) Lipoic acid synthase [Arabidopsis thaliana] 
>gi_44544 62_gb_AAD20909_ (AC006234) putative lipoic acid 
synthase [Arabidopsis thaliana] 

15931 

41948JL.R1040 
LIB3087-004-Q1-K1-B3 



Seq. No. 
Contig ID 
5 r -most EST 



15932 

41951_1.R1040 
LIB3087-006-Q1-K1-F11 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



15933 

41953_1.R1040 

sat701011579.hl 

BLASTX 

g4220535 

696 



2647 



E value 
Match length 
% identity 
NCBI Description 



2.0e-73 

157 

85 

(AL035356) clathrin coat assembly like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



15934 

41959JL.R1040 

LIB3087-006-Q1-K1-C9 

BLASTX 

g4567302 

370 

3.0e-35 

97 

79 

(AC005956) unknown protein [Arabidopsis thaliana] 
15935 

41960_1.R1040 
g5753243 

15936 

41961_1.R1040 

g5677026 

BLASTX 

g3402722 

469 

6.0e-47 
102 

87 , 
(AC004261) CPDK-related protein [Arabidopsis thalxana] 

15937 

41961_2.R1040 

LIB3109-045-Q1-K1-A10 

BLASTX 

g3402722 

1284 

1.0e-142 

326 

75 

(AC004261) CPDK-related protein [Arabidopsis thaliana] 
15938 

41963JL.R1040 

LIB3087-006-Q1-K1-D3 

BLASTX 

gl903034 

234 

2.0e-19 

86 

59 

(X94625) amp-binding protein [Brassica napus] 
15939 

41964_1.R1040 
rca701001351.hl 



2648 



Method 


BLASTX 






BLAST score 


723 


E value 


2.0e-76 


Match length 


248 


% identity 


56 


NCBI Description 


(AL049480) putative protein [Arabidopsis thaliana] 


Seq. No. 


15940 


Contig ID 


41966 1.R1040 


5' -most EST 


fC-gmst700889725f2 


Method 


BLASTX 




g^ you / / u 


BLAST score 


556 


E value 


3.0e-60 


Match length 


308 


9* n /"\ v"s "f* ^ 4* * r 

^ iaenuiT-y 




NCBI Description 


(AL022198) putative protein kinase [Arabidopsis thai 


Seq. No. 


15941 


Contig ID 


41975 1.R1040 


5' -most EST 


LIB3087-006-Q1-K1-B7 


Seq. No. 


15942 


Contig ID 


41980 1.R1040 


5 '-most EST 


zsg701126907.hl 


Method 


BLASTX 


NCBI GI 


g4239879 


tsLt/\oi score 




E value 


2.0e-73 


Match length 


229 


% identity 


62 


NCBI Description 


(AB016780) Glutamine: f ructose-6-phosphate amidotrans 




2 [Mus musculus] 


Seq. No. 


15943 


Contig ID 


41992_1.R1040 


5 '-most EST 


uC-gmf Iminsoy084el0bl 


Method 


BLASTX 




?1 / 


BLAST score 


2018 


E value 


0.0e+00 


Match length 


392 


•s identity 




NCBI Description 


(L42814) acetyl CoA carboxylase [Glycine max] 


Seq. No. 


15944 


Lontig ID 


4iyyo 1.KIU4U 


5 '-most EST 


leu701146556.hl 


Seq. No. 


15945 


Contig ID 


42001 1.R1040 


5 '-most EST 


LIB3087-005-Q1-K1-F6 


Seq. No. 


15946 


Contig ID 


42002 1.R1040 


5 '-most EST 


gsv701044040.hl 



2649 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3122703 

592 

3.0e-61 

148 
80 

60S RIBOSOMAL PROTEIN L23A >gi_26412Gl (AF031542) ribosomal 
protein L23a [Fritillaria agrestis] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



15947 

42003JL.R1040 

g5509280 

BLASTX 

g3033398 

555 

7.0e-57 

145 

76 

(AC004238) putative phosphoribosylaminoimidazolecarboxamide 
formyltransf erase [Arabidopsis thaliana] 

15948 

42006_2.R1040 
asn701139772.hl 
BLASTX 
g2257530 

330 

1.0e-30 

180 

39 

(AB004537) hypothetical protein YPL063w 
[Schizosaccharomyces pombe] 

15949 

42008_1.R104G 

gsv701046929.hl 

BLASTX 

g4191788 

386 

2.0e-37 

119 

62 

(AC005917) putative 1-aminocyclopropane-l-carboxylate 
oxidase [Arabidopsis thaliana] 

15950 

42010JL.R104G 
LIB3087-0G5-Q1-K1-C4 

15951 

42023_1.R1040 
V4R-01-Q1-E1-B10 

15952 

42036JL.R1040 
LIB3087-005-Q1-K1-C11 



2650 



# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15953 

42044_1.R1040 

wrg700789986.h2 

BLASTX 

g3367534 

1318 

1.0e-146 

321 
78 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15954 

42055JL.R1040 

seb700653705.hl 

BLASTX 

g3928142 

2455 

0.0e+00 

508 

58 

(AJ131045) protein phosphatase [Cicer arietinum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



15955 

42058JL.R1040 

jC-gmle01810009d05al 

BLASTX 

g2225948 

149 

2.0e-09 

120 

30 

(Z97193) fadB5 [Mycobacterium tuberculosis] 
15956 

42068_1.R1040 

uC-gmf lminsoy02 8 f 0 6b 1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15957 

42069JL.R1040 

LIB3087-004-Q1-K1-G10 

BLASTX 

g4567267 

288 

2.0e-37 

94 

57 

(AC006841) 
thaliana] 



putative zinc finger protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



15958 

42105JL.R1040 
fua701042585.hl 



Seq. No. 
Contig ID 



15959 

42105 2.R1040 



2651 



5' -most EST 



LIB3087-004-Q1-K1-C11 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



15960 

42112JL.R1040 
LIB3087-003-Q1-K1-H3 

15961 

42113_1,R1040 
LIB3094-046-Q1-K1-B10 

15962 

42118_1,R1040 
LIB3087-004-Q1-K1-A2 

15963 

42123_1.R1040 

jC-gmle01810028a06dl 

BLASTX 

g4539383 

193 

1.0e-14 

65 
51 

(AL035526) 
thaliana] 



putative protein (fragment) [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5* -most EST 



15964 

42124JL.R1040 
LIB3087-003-Q1-K1-F7 

15965 

42138JL.R1040 
crh700856174.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



15966 

42142J..R1040 

uaw700666719.hl 

BLASTX 

glll0502 

446 

3.0e-44 

139 

67 

(U40387) coil protein [Medicago sativa] 
15967 

42146JL.R1040 
zhf700964610.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



15968 

42151JL. R1040 
zsg701129584.hl 

15969 

42153JUR1040 
LIB3087-003-Q1-K1-C12 



2652 




Seq. No. 


15970 


Contig ID 


42163 1.R1040 


5 1 -most EST 


g5677772 


Method 


BLASTX 


JNUri-L tj-L 


rr1 000 AK^ 


BLAST score 


433 


E value 


2.0e-42 


Match length 


142 


% identity 


55 


NCBI Description 


(M79328) alpha-amylase [Solanum tuberosum] 


Seq. No. 


15971 


Contig ID 


42176 1.R1040 


5 '-most EST 


LIB3087-002-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g4204310 


n>Lii\£t ± bcore 


A ^ ^ 


E value 


3.0e-45 


Match length 


168 


% identity 


60 


lnudx uescrip Lion 


^hL/UUjuz / j ici prt ssq lno uenniLiuii uric 




[Arabidopsis thaliana] 


Seq. No. 


15972 


Lonrig id 


/ioiqq i Din/in 


5 T -most EST 


LIB3087-002-Q1-K1-H8 


Seq. No. 


15973 


Contig ID 


4^194 1.R1U4 0 


5 '-most EST 


wvk700685652.hl 


Seq. No. 


15974 


contiig id 


4Ziy4 Z.K1U4U 


5 1 -most EST 


LIB3107-035-Q1-K1-C5 


Seq. No. 


15975 


Contig ID 


4Z190 1.R1U4U 


5' -most EST 


LIB3093-027-Q1-K1-F11 


Seq. No. 


15976 


uonuig id 


4ZZUU 1.K1U4U 


5' -most EST 


LIB3087-002-Q1-K1-G3 


Seq. No. 


15977 




/loom t di nyi n 
1.K1U4U 


5" -most EST 


LIB3087-002-Q1-K1-D4 


Seq. No. 


15978 


Contig ID 


42206_1.R1040 


5' -most EST 


uC-gmflminsoy040dllbl 


Seq. No. 


15979 


Contig ID 


42207_1.R1040 


5 '-most EST 


uC-gmrominsoy226b03bl 


Method 


BLASTX 


NCBI GI 


g3219151 


BLAST score 


512 



2653 



E value 


5.0e-52 


Match length 


118 


% identity 


0 0 


NCBI Description 


(AB015181) cdc2 related [Mesembryanth 


Seq, No. 


15980 


Contig ID 


42211JL.R1040 


5 1 -most EST 


uC-gmrominsoyl06f 10b! 


Seq. No. 


15981 


Contig ID 


42213 1.R1040 


5' -most EST 


LIB3094-005-Q1-K1-B1 


Method 


BLASTN 


JNUbl bl 


«oqoi ion 


BLAST score 


36 


E value 


2.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


15982 


Contig ID 


42215 1.R1040 


5 T -most EST 


LIB3087-002-Q1-K1-C11 


Method 


BLASTN 


NCBI gi 


g3821780 


BLAST score 


36 


E value 


1.0e-10 


Match length 


48 


-5 identity 


b / 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


15983 


Lontig id 


4zziy 1.K1U4U 


5 f -most EST 


LIB3093-028-Q1-K1-D10 


Seq. No. 


15984 


Contig ID 


42227 1.R1040 


5' -most EST 


LIB3087-002-Q1-K1-C10 


Seq. No. 


15985 


Contig ID 


42234 1.R1040 


5 '-most EST 


dpv701103656.hl 


Method 


BLASTX 


NCBI GI 


g2459417 


iDiiAoi score 


14Uo 


E value 


1.0e-156 


Match length 


403 


% identity 


69 


NCBI Description 


(AC002332) putative pre-mRNA splicing 




[Arabidopsis thaliana] 


Seq. No. 


15986 


Contig ID 


42234 2.R1040 


5 1 -most EST 


LIB3139-084-P1-N1-F11 


Method 


BLASTX 


NCBI GI 


g2459417 


BLAST score 


1153 



2654 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



1.0e-127 

289 

77 

(AC002332) putative pre-mRNA splicing factor PRP19 
[Arabidopsis thaliana] 

15987 

42234_3.R1040 
fC-gmro700867273dl 

15988 

42242_1.R1040 

awf700838938.hl 

BLASTX 

g4455351 

276 

2.0e-24 

76 

70 

(AL035524) putative protein [Arabidopsis thaliana] 
15989 

42250_1.R1040 

trc700563193.hl 

BLASTX 

g2160166 

520 

1.0e-52 

247 

47 

(AC000132) No definition line found [Arabidopsis thaliana] 
15990 

42250_3.R1040 
zhf700955402.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



15991 

42251JL.R1040 

kll7Q1206621.hl 

BLASTX 

g4490727 

164 

3.06-11 

43 

67 

(AL035709) putative protein [Arabidopsis thaliana] 
15992 

42256_1.R1040 
LIB3087-002-Q1-K1-A5 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



15993 

42260_1.R1040 

uC-gmronoirOOOlhlObl 

BLASTX 

g3327868 

355 



2655 



E value 
Match length 
% identity 
NCBI Description 



1.0e-33 

145 
50 

(AB012912) 
thaliana] 



COPl-Interacting Protein 7 (CIP7) [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 



15994 

42262_1.R1040 

LIB3087-001-Q1-K1-G11 

BLASTX 

g2980806 

356 

3.0e-33 

107 

63 

(AL022197) putative protein [Arabidopsis thaliana] 
15995 

42268_1.R1040 
LIB3087-001-Q1-K1-G7 

15996 

42269_1.R1040 

LIB3087-001-Q1-K1-G8 

BLASTX 

g2314805 

464 

2.0e-46 
114 
79 

(U85045) 
sativum] ^ _ 

beta-hydroxylase [Pisum sativum] 
15997 

42285JL.R1040 
gsv701044820.hl 

15998 

42286JL.R1040 
LIB3087-001-Q1-K1-F4 



2-oxoglutarate-dependent di oxygenase [Pisum 
>gi_2316036 (AF001219) gibberellin 3 



.R1040 

-005-Q1-K1-B1 



15999 
42286_2. 
LIB3106- 
BLASTX 
g4006926 
383 

5.0e-37 

141 

52 

(Z99708) putative protein (fragment) 
16000 

42306_1.R1040 

LIB3087-001-Q1-K1-B6 

BLASTX 



[Arabidopsis thaliana] 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



g3805854 
195 

4.0e-23 

130 

42 

(AL031986) 



putative protein [Arabidopsis thaliana] 



16001 

42314_1.R1040 
cle700967819.hl 

16002 

42325_1.R1040 

LIB3087-001-Q1-K1-A4 

BLASTX 

g4490310 

1454 

1.0e-162 

315 

90 

(AL035678) somatic embryogenesis receptor-like kinase-like 
protein [Arabidopsis thaliana] 

16003 

42326_1.R1040 
6HA-01-Q1-B1-H10 

16004 

42327_1*R1040 

LIB3087-001-Q1-K1-A6 

BLASTX 

g2982452 

581 

5.0e-60 

161 

71 

(AL022223) receptor protein kinase-like protein 
[Arabidopsis thaliana] 

16005 

42333JL.R1040 

LIB3087-001-Q1-K1-B12 

BLASTX 

g2648032 

1863 

0.0e+00 

475 

70 

(AJ001374) alpha-glucosidase [Solanum tuberosum] 
16006 

42337_1.R1040 

LIB3087-001-Q1-K1-B2 

BLASTX 

g4580468 

169 

1.0e-ll 
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Match length 


80 


% identity 


42 


NCBI Description 


(AC006081) putative protein kinase; similar to human PKX1 




and Drosophila DC2 [Arabidopsis thaliana] 


Seq. No. 


16007 


Contig ID 


42358 2.R1040 


5 '-most EST 


yzl700967060.hl 


Method 


BLASTX 






BLAST score 


198 


E value 


2.0e-15 


Match length 


57 


% identity 


67 


NCBI Description 


(AC005169) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


16008 


Contig ID 


42375 1.R1040 


5' -most EST 


LIB3087-005-Q1-K1-E3 


Method 


BLASTX 


MPDT (IT 




BLAST score 


259 


E value 


3.0e-22 


Match length 


117 


% identity 


43 


NCBI Description 


(AL035528) putative protein [Arabidopsis thaliana] 


Seq. No. 


16009 


Contig ID 


42375 2.R1040 


5 f -most EST 


sat701013007.hl 


Method 


BLASTX 


NCBI GI 


g3757518 


JoJ-iriO 1 SOUiC 




E value 


5.0e-09 


Match length 


109 


% identity 


32 


NCBI Description 


(AC005167) putative immediate- early salicylate-induced 




glucosyltransferase [Arabidopsis thaliana] 


Seq. No. 


16010 


Contig ID 


42377 1.R1040 


5' -most EST 


g4297627 


Method 


BLASTX 


NCBI GI 


g3927831 


o±±t\K>i score 


A 1 A 
4 14 


E value 


3.0e-40 


Match length 


128 


% identity 


28 


NCBI Description 


(Auuuo/z/) sxmiiar t:o mouse ankyrm J [AraDictopsis 




thaliana] 


Seq. No. 


16011 


Contig ID 


42377 3.R1040 


5' -most EST 


smc700746924.hl 


Seq. No. 


16012 


Contig ID 


42380_1.R1040 
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5 f -most EST 


leu701154302,hl 


Method 


BLASTX 


mpdt rir 

IN KsD JL \J±. 




BLAST score 


378 


E value 


4.0e-36 


Match length 


121 


% identity 


59 


NCBI Description 


(AC004238) unknown protein [Arabidopsis thaliana] 


Seq. No. 


16013 


Contig ID 


42380 2.R1040 


5' -most EST 


LIB3087-005-Q1-K1-H7 


Method 


BLASTX 


\TpD T r T 




BLAST score 


204 


E value 


7.0e-19 


Match length 


75 


% identity 


58 


NCBI Description 


(AC004238) unknown protein [Arabidopsis thaliana] 


Seq. No. 


16014 


Contig ID 


42381 1.R1040 


5 1 -most EST 


LIB3087-005-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4335724 


BLAST score 


149 


E value 


2.0e-09 


Match length 


114 


% identity 


33 


NCBI Description 


(ACUuoz4d) putative RING-H^ linger protein LArabiaops 




thaliana] 


Seq. No. 


16015 


Contig ID 


42385 1.R1040 


5' -most EST 


gsv701052536.hl 


Seq. No. 


16016 


Contig ID 


42389 1.R1040 


5' -most EST 


jC-gmfl02220061hl2al 


Method 


BLASTX 


vrr'-Q T C T 
IN UlD X bl 


g4iy i / oo 


BLAST score 


694 


E value 


8.0e-73 


Match length 


252 


% identity 


57 


NCBI Description 


(AC005917) putative hydrolase [Arabidopsis thaliana] 


Seq. No. 


16017 


Contig ID 


42403 1.R1040 


5* -most EST 


LIB3109-035-Q1-K6-B12 


Method 


BLASTN 


NCBI GI 


g560503 


BLAST score 


59 


E value 


2.0e-24 


Match length 


159 


% identity 


84 


NCBI Description 


V.faba mRNA for guanine nucleotide regulatory protein 
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Seq. No. 
Contig ID 
5' -most EST 



(1226bp) 
16018 

42403_2.R1040 
sat701009684.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1040 

-007-Q1-K1-F11 



Seq. No. 
Contig ID 



16019 
42404JL. 
LIB3087- 
BLASTN 
g2511688 
124 

4.0e-63 

286 

86 

Phaseolus vulgaris Moldavian encoding cysteine proteinase 
precursor (clone cp6a) 

16020 

42404_4.R1040 

ssr700560148.hl 

BLAST N 

gl256829 

74 

1.0e-33 

146 

88 

Phaseolus vulgaris cysteine endopeptidase 1 (PvCEP-1) mRNA, 
complete cds >gi_2959417_emb_AJ224 766_PVA224766 Phaseolus 
vulgaris mRNA cotyledon cysteine protease 

16021 

42406_1.R1040 

LIB3087-007-Q1-K1-H8 

BLASTX 

g4249380 

292 . 

3.0e-26 

122 

49 

(AC005966) ESTs gb__Z37637, gb_AA042498 and gb_AA042269 come 
from this gene. [Arabidopsis thaliana] 

16022 

42406_2.R1040 

hrw701058386.hl 

BLASTX 

g4249380 

164 

1.0e-ll 

46 

63 

(AC005966) ESTs gb_Z37637, gb_AA042498 and gb_AA042269 come 
from this gene. [Arabidopsis thaliana] 

16023 

42412 1.R1040 
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5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3087-008-Q1-K1-C11 

BLASTX 

g4512698 

208 

2.0e-16 
98 
53 

(AC006569) 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



16024 

42412_3.R1040 
zsg701127342.hl 

16025 

42414JL.R1040 

LIB3087-008-Q1-K1-C9 

BLASTX 

g!110502 

639 

5.0e-67 

224 

62 

(U40387) coil protein [Medicago sativa] 
16026 

42417_1.R1040 

LIB3087-008-Q1-K1-E9 

BLASTX 

gll71577 

382 

7.0e-37 

104 

71 

(X95343) hypersensitivity-related gene [Nicotiana tabacum] 
16027 

42418_1.R1040 
LIB3087-008-Q1-K1-F10 

16028 

42424_1.R1040 

LIB3087-008-Q1-K1-G11 

BLASTX 

g465740 

151 

7.0e-10 

84 

9 

HYPOTHETICAL 54.9 KD PROTEIN C02F5.7 IN CHROMOSOME III 

>gi 630513_pir S44609 hypothetical protein C02F5.7 - 

Caenorhabditis elegans >gi__289614 (L14745) homology with 
glucose induced repressor, GRR1; putative [Caenorhabditis 
elegans] 

16029 

42436JL.R1040 
LIB3087-009-Q1-K1-B9 



2661 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 



BLASTN 

g3832511 

226 

1.0e-124 

374 

90 

Astragalus membranaceus granule-bound glycogen (starch) 
synthase mRNA, complete cds 

16030 

42438JL.R1040 

k!1701214025.hl 

BLASTX 

g3687654 

1370 

1.0e-152 

402 

70 

{AF047975) putative ethylene receptor; ETR2 [Arabidopsis 
thaliana] 

16031 

42438_2.R1040 

LIB3087-009-Q1-K1-C2 

BLASTX 

gl762947 

323 

3.0e-29 

113 

58 

(U66270) ORF; able to induce HR-like lesions [Nicotiana 
tabacum] 

16032 

42438_3.R1040 
epx701107081.hl 

16033 

42438_4.R1040 
smc700748218.hl 



Seq, No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



16034 

42448_1.R1040 

LIB3087-009-Q1-K1-F4 

BLASTX 

g3775987 

246 

1.0e-20 

105 
60 

(AJ010457) RNA helicase [Arabidopsis thaliana] 
16035 

42448_2.R1040 
zpv700760107.hl 
BLASTX 
g3775987 
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BLAST score 379 

E value 3.0e-36 

Match length 17 6 

% identity 55 

NCBI Description (AJ010457) RNA helicase [Arabidopsis thaliana] 

Seq. No. 16036 

Contig ID 42454J..R1040 

5' -most EST g5510209 



16037 

42463_1.R1040 
bth700844173.hl 
BLASTX 
g2129550 
1838 
0.0e+00 
466 
71 

calcium-dependent protein kinase (EC 2.7.1.-) CDPK6 - 

Arabidopsis thaliana >gi_2129554j?ir S71901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4454034_emb_CAA23031.1_ (AL035394) calcium-dependent 
protein kinase (CDPK6) [Arabidopsis thaliana] 

Seq. No. 16038 

Contig ID 42470JL .R1040 

5 '-most EST LIB3093-003-Q1-K1-G2 

Method BLASTN 

NCBI GI g437 994 

BLAST score 242 

E value 1.0e-133 

Match length 726 

% identity 83 

NCBI Description F.pringlei mRNA for glycine hydroxymethyltransf erase 
16039 

42470_2.R1040 
LIB3087-010-Q1-K1-D3 
BLASTX 
g462187 
447 

1.0e-44 
118 
78 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_282928_pir A42906 serine 

hydroxymethyltransf erase - garden pea >gi_l 69158 (M87 64 9) 
serine hydroxymethyltransf erase [Pisum sativum] 

Seq. No. 16040 

Contig ID 42470_3 . R1040 

5' -most EST gsv701047711 .hi 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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# 



Method 


BLASTN 


NCBI GI 


g438246 


BLAST score 


70 


E value 


7.0e-31 


Match length 


146 


% idenfcitv 


87 


NCBI Description 


S. tuberosum mRNA for glycine hydroxymethyltransf erase 


Seq. No. 


16041 


Contig ID 


42472 1.R1040 


5' -most EST 


LIB3087-010-Q1-K1-D5 


Seq. No. 


16042 


Contig ID 


42482 1.R1040 


5 '-most EST 


LIB3087-010-Q1-K1-F2 


Seq. No. 


16043 


Contig ID 


42485 1.R1040 


5' -most EST 


sat701007627.hl 


Seq. No. 


16044 


Contig ID 


42491 1.R1040 


5 '-most EST 


pmv700893903.hl 


Method 


BLASTX 


NCBI GI 


cr4510381 


BLAST score 


290 


E value 


3.0e-26 


Match length 


117 




57 


NCBI Description 


(AC007017) unknown protein [Arabidopsis thaliana] 


Seq. No. 


16045 




42577 1 R1040 


5 '-most EST 


L IB3 0 92 - 0 6 2 -Ql -Kl -HI 0 


Seq. No. 


16046 


Contia ID 


42530 1 R1040 


5' -most EST 


jC-gmIe01810044fl2al 


Seq. No. 


16047 


Contia ID 


42537 1 R1040 


5 '-most EST 


fua701041783.hl 


Seq. No. 


16048 


Contig ID 


42540 1.R1040 


5 '-most EST 


LIB3092-062-Q1-K1-F2 


Seq. No. 


16049 


Contig ID 


42545 1.R1040 


5 '-most EST 


LIB3092-062-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl039355 


BLAST score 


445 


E value 


8.0e-44 


Match length 


229 


% identity 


48 


NCBI Description 


(X92179) alcohol dehydrogenase [Solanum tuberosum] 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16050 

42548JL.R1040 

dpv701097128.hl 

BLASTN 

g3434972 

55 

6.0e-22 

213 
84 

Arabidopsis thaliana At ERF- 4 mRNA for ethylene responsive 
element binding factor 4, complete cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1040 

-020-Q1-K1-G11 



16051 
42549JL. 
LIB3107- 
BLASTX 
g3063469 
145 

5.0e-09 

53 

53 

(AC003981) F22013.31 [Arabidopsis thaliana] 



16052 

42557_1.R1040 

wrg700787578.hl 

BLASTX 

g4206200 

235 

1.0e-19 

148 

21 

(AF071527) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



16053 

42568_1.R1040 
sat701012225.hl 



Seq. No. 
Contig ID 
5' -most EST 



16054 

42574JL.R1040 
LIB3092-062-Q1-K1-C1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



16055 

42601_1.R1040 

LIB3138-091-Q1-N1-E11 

BLASTX 

gl652649 

381 

2.0e-36 

130 

55 

(D90907) hypothetical protein [Synechocystis sp.] 
16056 

42604_2.R1040 
LIB3092-062-Q1-K1-B12 
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€1 



Seq, No. 


louo / 


Contig ID 


AO £1 0 1 Dl 040 
4Z01Z l.I\lUf±U 


5' -most EST 


pmvV 00888 633 . ni 


Method 


BLASTX 


NCBI GI 


g2344889 


BLAST score 


o n o 


E value 


d . ue-oo 


Match length 


155 


% identity 


48 


NCBI Description 


/ 7\ c*c\ r\ o *3 q q \ n-r* v-ri oitatti nrnfoin r Ar^hi dons i ^ 1~haliana! 


Seq. No. 


16058 


Contig ID 


42613_1 .R1U4U 


5 1 -most EST 


LlrJoU — U bl— yi Jxl— tLO 


Seq. No. 


16059 


Contig ID 


4zoZ4 1.K1U4U 


5 T -most EST 


pmv700890259.nl 


Method 


BLASTX 


NCBI GI 


g3757523 


BLAST score 


540 


E value 


6 . Oe-56 


Match length 


"ICC 

155 


% identity 


69 


NCBI Description 


(ACuUolo/j putative transportin [Aiduiuupsxa t_iia.-L-i.< 


Seq. No. 


16060 


Contig ID 


4zoJb 1.K1U4U 


5' -most EST 


uC-gmrommsoy2 4 8 eO 4bl 


Method 


BLASTN 


NCBI GI 


gl684850 


BLAST score 


257 


E value 


1. Oe-142 


Match length 


548 


% identity 


85 


NCBI Description 


Phaseolus vulgaris DnaJ-liice protein mKiN/i, partial 


Seq. No. 


16061 


Contig ID 


42643 1.R1040 


5' -most EST 


LIB3092-049-Q1-K1-F2 


Seq. No. 


16062 


Contig ID 


/ioc/1 c 1 Din/in 
4Zo4o 1.K1U4U 


5 '-most EST 


asn701142478 .hi 


Method 


BLASTX 


NCBI GI 


g4490738 


BLAST score 


150 


E value 


3.0e-09 


Match length 


180 


% identity 


37 


NCBI Description 


(AL035708) putative protein [Arabidopsis thaliana] 


Seq. No. 


16063 


Contig ID 


42647 1.R1040 


5 '-most EST 


LIB3092-060-Q1-K1-G11 
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# 



Seq. No* 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 



16064 

42653JL.R1040 
jC-gmro02910074g01al 

16065 

42653_2.R1040 

LIB3109-010-Q1-K1-C2 

BLASTN 

g2264318 

37 

3.0e-ll 

53 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI 
MUP24, complete sequence [Arabidopsis thaliana] 

16066 

42659JL.R1040 
LIB3106-109-Q1-K1-C12 



clone 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5' -most EST 



16067 

42662_1.R1040 
epx701109007.hl 

16068 

42665_1.R1040 

uC-gmrominsoy217bllbl 

BLASTX 

g2462835 

322 

2.0e-29 

200 

38 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
16069 

42669JUR1040 
fua701040990.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



16070 

42695JL.R1040 

LIB3092-058-Q1-K1-E4 

BLASTX 

g3540199 

232 

1.0e-39 

152 
55 

(AC004260) Putative monosaccharide transport protein 
[Arabidopsis thaliana] 

16071 

42701_1.R1040 
LIB3092-058-Q1-K1-F2 



Seq. No. 
Contig ID 



16072 

42701 2.R1040 
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(!) 



5' -most EST 



LIB3D93-002-Q1-K1-D12 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16073 

42710_1.R1040 

LIB3092-058-Q1-K1-B10 

BLASTX 

g!929998 

217 

1.0e-18 

144 

41 

(U77463) NADPH-dependent HC- toxin reductase [Hordeum 
vulgare] 



Seq. No. 
Contig ID 
5' -most EST 



16074 

42714_1.R1040 

jC-gmfl02220086e06dl 



Seq* No. 
Contig ID 
5' -most EST 



16075 

42714_2.R1040 
LIB3092-058-Q1-K1-B5 



Seq. No. 
Contig ID 
5 '-most EST 



16076 

42727JL.R1040 
jC-gmro02910003b02al 



Seq* No. 
Contig ID 
5 '-most EST 



16077 

42743JL.R1040 
wvk700685369.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16078 

42762_1.R1040 

LIB3092-057-Q1-K1-A2 

BLASTX 

g719291 

331 

4.0e-31 

108 

66 

(U19134) unknown [Arabidopsis thaliana] 

>gi_1095007_prf 2107236A SABRE gene [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16079 

42779JL.R1040 

kmv700741358.hl 

BLASTX 

g2245066 

1942 

0.0e+00 

486 

74 

(Z97342) Beta-Amylase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



16080 

42779_2.R1040 

LIB3138-122-Q1-N1-H8 

BLASTX 



2668 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



g2245066 
310 

3.0e-28 
112 

58 

(Z97342) Beta-Amylase [Arabidopsis thaliana] 
16081 

42790_1.R1040 

g5606152 

BLASTX 

g3426043 

442 

4.0e-79 

248 
63 

(AC005168) putative choline kinase [Arabidopsis thaliana] 
16082 

42804_1.R1040 

gsv701051882.hl 

BLASTX 

g2827702 

687 

2.0e-72 

181 

71 

(AL021684) predicted protein [Arabidopsis thaliana] 
16083 

42805_1.R1040 
LIB3092-056-Q1-K1-E6 



Seq. No. 
Contig ID 
5 '-most EST 



16084 

42829_1.R1040 
uaw700661872.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16085 

42831_1.R1040 
leu701152033.hl 

16086 

42845_1.R1040 

LIB3092-055-Q1-K1-C8 

BLASTX 

g2435521 

308 

4.0e-28 

140 

17 

(AF024504) contains similarity to Nicotiana tabacum 
membrane-associated salt-inducible protein (GB:U08285) 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



16087 

42850JL.R1040 
LIB3138-129-Q1-N1-F6 



2669 



Method 


€> 

BLASTX 


NCBI GI 


g!778093 


BLAST score 


303 


E value 


9.0e-28 


Match length 


116 


% identity 


56 


NCBI Description 


(U64902) 



Seq. No. 

Contig ID 
5' -most EST 



putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 

16088 

42856_1.R1040 
LIB3106-078-P1-K1-G1 



Seq. No. 

Contig ID 
S'-most EST 



16089 

42864JUR1040 
LIB3092-055-Q1-K1-B10 



Seq. No. 
Contig ID 
5 '-most EST 



16090 

42865JL.R1040 
sat701013743.hl 



Seq. No. 
Contig ID 
5' -most EST 



16091 

42884JLR1040 
LIB3092-054-Q1-K1-G7 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



16092 

42885_1.R1040 
LIB3106-089-Q1-K1-H3 

16093 

42893JL.R1040 

dpv701102366.hl 

BLASTX 

g4262234 

498 

1.0e-107 

305 
62 

(AC006200) unknown protein [Arabidopsis thaliana] 
16094 

42898J..R1040 
fua701039020.#i 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16095 

42899_1.R1040 

LIB3107-078-Q1-K1-C3 

BLASTX 

g3341695 

495 

7.0e-50 

138 

67 

(AC003672) putative thiamin pyrophosphokinase [Arabidopsis 
thaliana] 



2670 



Seq. No. 


16096 


Contig ID 


42899 2.R1Q4U 


5 '-most EST 


gsv7010461o9.nl 


Method 


BLASTX 


NCBI GI 


g3341695 


BLAST score 


694 


E value 


4.0e-73 


Match length 


179 


% identity 


72 


NCBI Description 


(AC003672) putative thiamin f 




thaliana] 


Seq. No. 


16097 


Contig ID 


42902 1.R1040 


5 1 -most EST 


LIBi09z-0o4-yl-J\l-b^ 


Method 


BLASTN 


NCBI GI 


g2653401 


BLAST score 


352 


E value 


0.0e+00 


Match length 


392 


% identity 


97 


NCBI Description 


Homo sapiens mRNA for Ins{l,! 


Seq. No. 


16098 


Contig ID 


42909 1.R1040 


5' -most EST 


uC-gmropic035h02bl 


Method 


BLASTX 


NCBI GI 


g2642435 


BLAST score 


383 


E value 


6. Oe-37 


Match length 


89 


% identity 


78 


NCBI Description 


(AC002391) MYB-related prote 


Seq. No. 


16099 


Contig ID 


42910 1.R1040 


5 '-most EST 


jC-gmle01810068hl2dl 


Method 


BLASTX 


NCBI GI 


g2829918 


BLAST score 


391 


E value 


2.0e-37 


Match length 


106 


% identity 


77 


NCBI Description 


(AC002291) similar to "tub" 




[Arabidopsis thaliana] 


Seq. No. 


16100 


Contig ID 


42911 1.R1040 


5' -most EST 


dpv701096968.hl 


Seq. No. 


16101 


Contig ID 


42911 2.R1040 


5' -most EST 


dpv701101074.hl 


Seq. No. 


16102 


Contig ID 


42931 1.R1040 


5' -most EST 


LIB3092-053-Q1-K1-G7 



2671 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16103 

42937_1,R1040 

dpv701103316.hl 

BLASTX 

g4490309 

212 

7.0e-17 

65 

57 

(AL035678) peroxidase ATP17a-like protein [Arabidopsis 
thaliana] 

16104 

42946_1.R1040 

LIB3092-053-Q1-K1-H1 

BLASTN 

gl87701 

300 

1.0e-168 

372 

95 

Human MHC protein homologous to chicken B complex protein 
mRNA, complete cds 



Seq. No. 


16105 




Contig ID 


42957 1.R1040 




5 T -most EST 


rlr700899310.hl 




Seq. No. 


16106 




Contig ID 


42957 2.R1040 




5 1 -most EST 


bth700846261.hl 




Seq. No. 


16107 




Contig ID 


42961 1.R1040 




5 1 -most EST 


LIB3092-052-Q1-K1-A11 


Method 


BLASTX 




NCBI GI 


g4510377 




BLAST score 


227 




E value 


2.0e-36 




Match length 


96 




% identity 


83 




NCBI Description 


(AC007017) putative 


RNA 


Seq. No. 


16108 




Contig ID 


42961 2.R1040 




5 f -most EST 


uaw700661360.hl 




Method 


BLASTX 




NCBI GI 


g4510377 




BLAST score 


438 




E value 


1.0e-43 




Match length 


96 




% identity 


88 




NCBI Description 


(AC007017) putative 


RNA 


Seq. No. 


16109 




Contig ID 


42962JL.R1040 





A [Arabidopsis thaliana] 



A [Arabidopsis thaliana] 



2672 



5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



zsg701130005.hl 
16110 

42964J..R1040 

LIB3092-053-Q1-K1-B2 

BLASTX 

g2735841 

343 

4.0e-32 

173 

40 

(AF010283) No definition line found [Sorghum bicolor] 
16111 

42970_1.R1040 

LIB3107-002-Q1-K1-A2 

BLASTX 

g4097573 

162 

8.0e-ll 

72 
43 

(U64 917) GMFP7 [Glycine max] 
16112 

42973_1.R1040 

uC-gmropic064el2bl 

BLASTX 

g2494736 

434 

2.0e-67 

201 

65 

GLUCOSE INHIBITED DIVISION PROTEIN A 
>gi_1001595_dbj_BAA10223_ (D64000) glucose inhibited 
division protein A [Synechocystis sp.] 

16113 

42982JL.R1040 

uC-gmr opic 0 5 9d0 lbl 

BLASTX 

g2347098 

1224 

1.0e-135 

317 

80 

(U76845) ubiquitin-specific protease [Arabidopsis thaliana] 
>gi_4490742_emb_CAB38904. 1_ (AL035708) ubiquitin-specific 
protease (AtUBP3) [Arabidopsis thaliana] 

16114 

42982_2.R1040 

jC-gmst02400001el0al 

BLASTX 

g2347098 

189 

4.0e-20 



2673 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 
62 

(U76845) ubiquitin-specific protease [Arabidopsis thaliana] 
>gi_4490742_emb_CAB38904.1_ (AL035708) ubiquitin-specific 
protease (AtUBP3) [Arabidopsis thaliana] 

16115 

42982_3.R1040 

LIB3139-096-P1-N1-H2 

BLASTX 

g2347098 

763 

3.0e-87 

189 

85 

(U76845) ubiquitin-specific protease [Arabidopsis thaliana] 
>gi_4490742_emb_CAB38904.1_ (AL035708) ubiquitin-specific 
protease (AtUBP3) [Arabidopsis thaliana] 



Seq. No. 


16116 




Contig ID 


42982 4.R1040 




5 '-most EST 


gsv701055113.hl 




Method 


BLASTN 




NCBI GI 


g2347097 




BLAST score 


97 




E value 


5.0e-47 




Match length 


269 




% identity 


84 


■speci 


NCBI Description 


Arabidopsis thaliana ubiquitin- 




mRNA, complete cds 




Seq. No. 


16117 




Contig ID 


42986 1.R1040 




5' -most EST 


LIB3107-035-Q1-K1-B8 




Method 


BLASTX 




NCBI GI 


g3775987 




BLAST score 


1579 




E value 


1.0e-176 




Match length 


485 




% identity 


66 




NCBI Description 


(AJ010457) RNA helicase [Arabidopsis 


Seq. No. 


16118 




Contig ID 


42988 1.R1040 




5' -most EST 


jC-gmf 1022200 62a07al 




Method 


BLASTX 




NCBI GI 


g4038055 




BLAST score 


539 




E value 


6.0e-55 




Match length 


188 




% identity 


54 


P450 


NCBI Description 


(AC005897) putative cytochrome 



Seq. No. 

Contig ID 



cytochrome p450 [Arabidopsis thaliana] 
16119 

42990 1.R1040 



2674 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3093-015-Q1-K2-B5 

BLASTX 

g3434975 

281 

1.0e-24 

200 
45 

(AB008107) ethylene responsive element binding factor 5 
[Arabidopsis thaliana] 



Seq, No. 


16120 


Contig ID 


42992 1.R1040 


5' -most EST 


awf700839279.hl 


Method 


BLASTX 


NCBI GI 


g2980767 


BLAST score 


203 


E value 


1.0e-15 


Match length 


70 


% identity 


49 


NCBI Description 


(AL022198) putat 


Seq. No. 


16121 


Contig ID 


42995 1.R1040 


5 '-most EST 


leu701146892.hl 


Method 


BLASTX 


NCBI GI 


g3023453 


BLAST score 


261 


E value 


3.0e-22 


Match length 


170 


% identity 


41 


NCBI Description 


CBBY PROTEIN >gi 




sphaeroides] 



(U6778I) CbbY [Rhodobacter 



Seq. No. 
Contig ID 
5' -most EST 



16122 

42997_1.R1040 
LIB3092-051-Q1-K1-B11 



Seq. No. 
Contig ID 
5' -most EST 



16123 

43001_1.R1040 
LIB3092-051-Q1-K1-D10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16124 

43005JL.R1040 

LIB3109-032-Q1-K1-B6 

BLASTX 

g2827709 

1336 

1.0e-148 

306 
84 

(AL021684) predicted protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



16125 

43013_1.R1040 

LIB3139-022-P1-N1-B12 

BLASTX 

g627469 



2675 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301 

4.0e-27 

163 

11 

hypothetical protein 2 



human (fragment) 



16126 

43014JL.R1040 
jC-gmle01810070c02al 

BLASTX 

g2739382 

303 

2.0e-27 

138 

33 

(AC002505) myosin heavy chain-like protein [Arabidopsrs 
thaliana] 



Seq- No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 
Method 



16127 

43018JL.R1040 
jC-gmle01810029c01dl 

16128 

43024JL-R1040 
LIB3092-050-Q1-K1-G5 

16129 

43029JL.R1040 
LIB3093-034-Q1-K1-F7 

BLASTX 

g3334276 

811 

1.0e-86 

235 
63 

AUTOANTIGEN NGP-1 >gi_17 9285 
sapiens] 

16130 

43029_2.R1040 
g5127023 



(L05425) autoantigen [Homo 



16131 

43040_1.R1040 

kll701203766.h2 

BLASTX 

g2983147 

253 

2.0e-21 

96 

51 , _ 

(AE000692) hypothetical protein [Aquifex aeolicusj 

16132 

43045_1.R1040 

leu701152151.hl 

BLASTX 



2676 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2330647 
826 

2.0e-88 

290 

64 

(Y14557) ribonucleoprotein [Pisum sativum] 
16133 

43045_2.R1040 

LIB3092-002-Q1-K1-A4 

BLASTX 

gl076305 

117 

2.0e-ll 

73 

45 

RNA-binding protein cp31 precursor - Arabidopsis thaliana 
>gi_681906_dbj_BAA06520_ (D31712) cp31 [Arabidopsis 
thaliana] 



Seq. No. 16134 

Contig ID 43049_1 . R1040 

5 '-most EST LIB3092-050-Q1-K1-B5 



Seq. No. 16135 

Contig ID 43061JL .R1040 

5' -most EST LIB3092-050-Q1-K1-C11 

Method BLASTX 

NCBI GI g4337025 

BLAST score 521 

E value 4.0e-53 

Match length 136 

% identity 71 

NCBI Description (AF123253) AIM1 protein [Arabidopsis thaliana] 

Seq. No. 16136 

Contig ID 43073_1 .R1040 

5 '-most EST fde700872886.hl 

Method BLASTX 

NCBI GI g629561 

BLAST score 432 

E value 1.0e-42 

Match length 162 

% identity 51 

NCBI Description SRG1 protein - Arabidopsis thaliana 

>gi_47 9047_emb_CAA55654_ (X79052) SRG1 [Arabidopsis 
thaliana] 



Seq. No. 16137 

Contig ID 43076_1 .R1040 

5' -most EST uC-gmropic030g03bl 

Method BLASTX 

NCBI GI g3695408 

BLAST score 247 

E value 7.0e-21 

Match length 87 

% identity 55 



2677 



NCBI Description 



(AF096373) contains similarity to Solanum lycopersicum 
(tomato) wound-induced protein (GB:X59882) [Arabidopsis 
thaliana] >gi_4538956_emb_CAB39780 . 1_ (AL049488) probable 
wound-induced protein [Arabidopsis thaliana] 



Seq. No. 


16138 


Contig ID 


43080 1.R1040 


5' -most EST 


uC-gmflminsoy030hl0bl 


Seq. No. 


16139 


Contig ID 


43080 2.R1040 


5 T -most EST 


LIB3092-050-Q1-K1-A12 


Seq. No. 


16140 


Contig ID 


43091 1.R1040 


5 T -most EST 


LIB3092-049-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2245066 


BLAST score 


256 


E value 


5 . 0e-22 


Match length 


91 


% identity 


64 


NCBI Description 


(Z97342) Beta-Amylase [Arabidopsis ' 


Seq. No. 


16141 


Contig ID 


43093 1.R1040 


S'-most EST 


rca700996404.hl 


Method 


BLASTX 


NCBI GI 


gl899175 


BLAST score 


646 


E value 


2.0e-67 


Match length 


198 


% identity 


68 


NCBI Description 


(U90262) calcium-dependent calmodul. 




kinase CDPK [Cucurbit a pepo] 


Seq. No. 


16142 


Contig ID 


43095 1.R1040 


5' -most EST 


ncj700986970.hl 


Method 


BLASTX 


NCBI GI 


g2245029 


BLAST score 


403 


E value 


2.0e-39 


Match length 


141 


% identity 


54 


NCBI Description 


(Z97341) limonene cyclase homolog [. 


Seq. No. 


16143 


Contig ID 


43102 1.R1040 


5' -most EST 


LIB3139-080-P1-N1-B10 


Method 


BLASTX 


NCBI GI 


g3660548 


BLAST score 


333 


E value 


1.0e-30 


Match length 


214 


% identity 


41 


NCBI Description 


(AB013815) DREB1A [Arabidopsis thai. 



[Arabidopsis thaliana] 



2678 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16144 

43102_2.R1040 

sat701002926.hl 

BLASTX 

g3660548 

392 

7.0e-38 

99 

76 

(AB013815) DREB1A [Arabidopsis thaliana] 



16145 

43115_1.R1Q40 

zsg701120772.hl 

BLASTX 

g3549626 

430 

2.0e-42 

173 

54 

(AJ009696) wall-associated kinase 1 



[Arabidopsis thaliana] 



16146 

43120J..R1040 

kl!701212704.hl 

BLASTX 

g4580398 

276 

4.0e-24 

80 

65 

(AC007171) putative protein kinase APK1A [Arabidopsis 
thaliana] 

16147 

43130_1.R1040 

LIB3139-077-P1-N1-E10 

BLASTX 

g4468986 

309 

6.0e-28 

133 

46 

(AL035605) putative protein [Arabidopsis thaliana] 
16148 

43140_1.R1040 

xpa700795788.hl 

BLASTX 

g2505870 

567 

3.0e-97 

240 

77 

(Y12227) hypothetical protein [Arabidopsis thaliana] 



2679 



Seq. No. 


16149 


Contig ID 


43140 2.R1040 


5 '-most EST 


jC-gmle01810055d05al 


Method 


BLASTX 


MPRT PT 


UiL JU JO f \J 


BLAST score 


871 


E value 


6,0e-94 


Match length 


214 


% identity 


81 


NCBI Description 


(Y12227) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


16150 


Contig ID 


43146JL.R1040 


5' -most EST 


uC-gmrominsoy093c01bl 


Method 


BLASTX 




y £Z f± 4 □ 


BLAST score 


238 


E value 


1.0e-19 


Match length 


133 


% identity 


43 


NCBI Description 


(297337) protein kinase homolog [Arabidopsis thaliana 


Seq. No. 


16151 


Contig ID 


43149 1.R1040 


5' -most EST 


ncj700980869.hl 


Method 


BLASTX 




gj_ JL ~5 Oo^ 


BLAST score 


732 


E value 


1.0e-77 


Match length 


186 


% identity 


*7 A 


NCBI Description 


(268291) cysteine protease [Pisum sativum] 


Seq. No. 


16152 


Contig ID 


43155 1.R1040 


5' -most EST 


LIB3092-008-Q1-K1-B12 


Seq. No. 


16153 


Contig ID 


43163 1.R1040 


5' -most EST 


LIB3138-048-Q1-N1-G11 


Method 


BLASTX 


NCBI GI 


g2832623 




770 


E value 


6.0e-82 


Match length 


209 


1 identity 


69 


NCBI Description 


(AL021711) protein kinase - like protein [Arabidopsis 




thaliana] 


Seq. No. 


16154 


Contig ID 


43166_1.R1040 


5 '-most EST 


uC-gmf lmins oyO 67 a0 lbl 


Method 


BLASTX 


NCBI GI 


g4544402 


BLAST score 


1070 


E value 


1.0e-117 


Match length 


441 
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CI 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



52 

(AC007047) putative leucine rich repeat protein 
[Arabidopsis thaliana] 

16155 

43170JL.R1040 
LIB3092-048-Q1-K1-C4 

16156 

43171JL.R1040 

gbt700547909.hl 

BLASTX 

g2507229 

413 

2.0e-40 

131 

63 

40 KD PEPTIDYL-PROLYL CIS-TRANS I SOME RASE (PPIASE) 

( ROTAMASE ) (CYCLOPHILIN- 4 0 ) (CYP-4 0 ) { CYCLOPHILIN-RELATED 

PROTEIN) (ESTROGEN RECEPTOR BINDING CYCLOPHILIN) 

>gi_423247_pir A4 6579 estrogen receptor-binding 

cyclophilin - bovine >gi_393300_dbj JBAA03159_ (D14074) 
cyclophilin [Bos taurus] 

16157 

43171_2.R1040 

jC-gmst02400067h07al 

BLASTX 

g4049344 

363 

2.0e-34 

90 

77 

(AL034567) putative protein [Arabidopsis thaliana] 
16158 

43177__1.R1040 
zsg701125830.hl 

16159 

43190J..R1040 

LIB3092-047-Q1-K1-G7 

BLASTN 

g3746902 

186 

1.0e-100 

333 

89 

Pisum sativum signal recognition particle 54 kDa subunit 
precursor (Ffc) mRNA, nuclear gene encoding chloroplast 
protein, partial cds 

16160 

43192JL.R1040 
LIB3092-047-Q1-K1-G9 



Seq. No. 



16161 



2681 



II 



Contig ID 


43208 1.R1040 


5 f -most EST 


LIB3170-058-Q1-K1-F12 


Method 


BLASTX 




y ft O jj / jo 


BLAST score 


394 


E value 


5.0e-38 


Match length 


121 


% identity 


66 


NCBI Description 


(AC006284) unknown protein 


Seq. No. 


16162 


Contig ID 


43208 2.R1040 


5' -most EST 


ssr700558362.hl 


Method 


BLASTX 


NLdI bl 


g4 joj /Do 


BLAST score 


111 


E value 


9.0e-13 


Match length 


64 


% identity 




NCBI Description 


(AC006284) unknown protein 


Seq. No. 


16163 


Contig ID 


43224 1.R1040 


5' -most EST 


LIB3092-047-Q1-K1-D3 


Seq. No. 


16164 


Contig ID 


43229 1.R1040 


5' -most EST 


ncj700983432.hl 


Method 


BLASTX 




gozouoy / 


BLAST score 


548 


E value 


5.0e-56 


Match length 


127 


% identity 


77 


NCBI Description 


(AL024486) putative protein 


Seq. No. 


16165 


Contig ID 


43239 1.R1040 


5' -most EST 


trc700563001.hl 


Method 


BLASTX 


NCBI GI 


g2827139 


BLAST score 


1133 


E value 


1.0e-124 


Match length 




% identity 


74 


NCBI Description 


(AF027172) cellulose syntha 




[Arabidopsis thaliana] >gi_ 




cellulose synthase catalyti< 




thaliana] 


Seq. No. 


16166 


Contig ID 


43243 1.R1040 


5 '-most EST 


jC-gmfl02220100b08al 


Method 


BLASTX 


NCBI GI 


g3249084 


BLAST score 


744 


E value 


1.0e-78 



404 934 3_emb_CAA225 68__ (AL034567) 
c subunit (RSW1) [Arabidopsis 



2682 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398 
23 

(AC004473) Similar to red-1 (related to thioredoxin) gene 
gb_X92750 from Mus musculus. ESTs gb_AA712687 and 
gb_Z37223 come from this gene [Arabidopsis thaliana] 

16167 

43243_2.R1040 

jC-gmle0181008 6h04al 

BLASTX 

g3249084 

138 

2.0e-ll 

71 

21 

(AC004473) Similar to red-1 (related to thioredoxin) gene 
gb__X93£50 from Mus musculus. ESTs gb_AA712687 and 
gb_Z37223 come from this gene [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



16168 

43243_3.R1040 
uC-gmropic037el2bl 



Seq. No. 

Contig ID 
5 1 -most EST 



16169 

43243_7.R1040 
fde700871123.hl 



Seq. No. 
Contig ID 
5 T -most EST 



16170 

43251JL.R1040 
LIB3106-054-Q1-K1-F7 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16171 

43253_1.R1040 
LIB3092-046-Q1-K1-H1 

16172 

43256_1.R1040 

pxt700946016.hl 

BLASTX 

g2982991 

147 

9.0e-09 

111 

32 

(AE000682) hypothetical protein [Aquifex aeolicus] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16173 

43259J..R1040 

ssr700553663.hl 

BLASTX 

g3335366 

499 

2.0e-50 

131 

73 

(AC003028) unknown protein [Arabidopsis thaliana] 



2683 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16174 

43260JL.R1040 

bth700844706.hl 

BLASTX 

g4138265 

1347 

1.0e-149 

269 

90 

(AJ006228) Avr9 elicitor response protein [Nicotiana 
tabacum] 



Seq. No. 
Contig ID 
5' -most EST 



16175 

43266_1.R1040 
jex700903406.hl 



Seq. No. - 
Contig ID 
5 T -most EST 



16176 

43279JL.R1040 
jC-gmfl02220080a!2dl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



16177 

43279^2. R1040 

ssr700556462.hl 

BLASTX 

g4234955 

787 

1.0e-83 

396 

47 

(AF098971) NBS-LRR-like protein cD8 [Phaseolus vulgaris] 
16178 

43279_4.R1040 

fC-gmle7000740303rl 

BLASTX 

g4234955 

253 

7.0e-22 

69 

67 

(AF098971) NBS-LRR-like protein cD8 [Phaseolus vulgaris] 
16179 

43286J..R1040 
LIB3092-04 6-Q1-KI-B5 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16180 

43287JL.R1040 

jC-gmro02910060hl2al 

BLASTX 

g4101473 

1257 

1.0e-139 

322 
77 

(AF003382) KEA1 [Arabidopsis thaliana] 



2684 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16181 

43288JL.R1040 

hrw701059961.hl 

BLASTX 

g4218010 

313 

1.0e-28 

101 

57 

(AC006135) putative sugar transporter [Arabidopsis 
thaliana] >gi_4309720_gb_AAD15490_ (AC006439) putative 
sugar transporter [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16182 

43302_1.R1040 

uC-gmrominsoyl96cl2bl 

BLAST N 

g2062705 

35 

9.0e-10 

37 

39 

Human butyrophilin (BTF5) mRNA, complete cds 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16183 

43307_1.R1040 

zzp700830319.hl 

BLASTX 

g3337367 

255 

8.0e-22 

160 

33 

(AC004481) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



16184 

43309_1.R1040 
g5677513 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16185 

43311_1.R1040 
eep700865534.hl 

16186 

43312__1.R1040 

LIB3092-046-Q1-K1-A8 

BLASTX 

g3063694 

476 

1.0e-47 

152 

6? 

(AL022537) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 ! -most EST 



16187 

43320_1.R1040 
bth700845086.hl 



2685 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

g3075390 

222 

4.0e-18 

122 
43 

(AC004484) 



protein kinase ARSK1 [Arabidopsis thaliana] 



16188 

43322JL.R1040 
LIB3092-045-Q1-K1-F6 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



16189 

43326JL.R1040 

wvk700683873.hl 

BLASTX 

g2190540 

614 

1.0e-63 

167 
66 

(AC001229) Similar to Arabidopsis TFL1 (gb_U77674) 
[Arabidopsis thaliana] 

16190 

43333JL.R1040 
pmv700895016.hl 

16191 

43334JLR1040 

xpa700793213.hl 

BLASTX 

g2642451 

221 

8.0e-18 

157 

35 

(AC002391) putative indole-3-acetate 
beta-glucosyltransf erase [Arabidopsis thaliana] 



16192 

43336JL.R1040 

LIB3170-022-Q1-J1-F8 

BLASTX 

g2842490 

383 

7.0e-37 

107 

66 

(AL021749) heat-shock protein 



[Arabidopsis thaliana] 



16193 

43338JL.R1040 

LIB3093-012-Q1-K1-E8 

BLASTX 

g3402711 

489 



2686 



E value 
Match length 
% identity 
NCBI Description 



6.0e-49 

247 

44 

(AC004261) 
thaliana] 



putative RNA-binding protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



16194 

43347_1.R1040 
rlr700896179.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16195 

43352JL.R1040 

LIB3107-054-Q1-K1-B6 

BLASTX 

g3176687 

1030 

1.0e-112 

266 

71 

(AC003671) Strong similarity to trehalose-6-phosphate 
synthase homolog from A. thaliana chromosome 4 contig 
gb_Z97344. ESTs gb_H37594, gb_R65023, gb_H37578 and 
gb R64855 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


16196 


Contig ID 


43357 1.R1040 


5 ' -most EST 


LIB30 92-04 5-Q1-K1-C4 


Seq. No. 


16197 


Contig ID 


43359 1.R1040 


5 '-most EST 


LIB3107-004-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g2623299 


BLAST score 


817 


E value 


4.0e-87 


Match length 


359 


% identity 


51 


NCBI Description 


(AC002409) hypotheti 


Seq. No. 


16198 


Contig ID 


43359 3.R1040 


5 '-most EST 


ncj700975108.hl 


Seq. No. 


16199 


Contig ID 


43366 1.R1040 


5 '-most EST 


LIB3092-044-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g2911075 


BLAST score 


385 


E value 


4.0e-37 


Match length 


128 


% identity 


56 


NCBI Description 


(AL021960) putative ] 


Seq. No. 


16200 


Contig ID 


43383 1.R1040 


5 '-most EST 


rlr700895541.hl 



2687 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g3341699 

224 

3.0e-18 

124 
36 

(AC003672) putative giberellin beta-hydroxylase 
[Arabidopsis thaliana] 

16201 

43387_1.R1040 

asn701131165.hl 

BLASTX 

g2623298 

633 

3.0e-66 

171 

68 

(AC002409) putative 4-alpha-glucanotransferase [Arabidopsis 
thaliana] 

16202 

43392JL.R1040 
ncj700984231.hl 

16203 

43395_1.R1040 

LIB3109-035-Q1-K4-F1 

BLASTX 

g2443757 

352 

3.0e-33 

94 

68 

(AF020434) cyclophilin [Arabidopsis thaliana] 
16204 

43399JL.R1040 

g5510270 

BLASTX 

g3834316 

507 

4.0e-51 

164 
54 

(AC005679) Similar to gb_X16648 pathogenesis related 
protein from Hordeum vulgare. EST gb_Z18206 comes from 
this gene. [Arabidopsis thaliana] 

16205 

43399_2.R1040 

LIB3093-009-Q1-K1-E3 

BLASTX 

gl346809 

376 

4.0e-36 
146 



2688 



II 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5" -mo st EST 



51 

PATHOGEN-RELATED PROTEIN >gi_4 9907 4_emb_CAA3 464 1_ (X16648) 
pathogenesis related protein [Hordeum vulgare] 

16206 

43399_3.R1040 

uaw700666458.hl 

BLASTX 

g!346809 

155 

8.0e-22 

112 

54 

PATHOGEN-RELATED PROTEIN >gi_4 9907 4_emb_CAA34 641_ (X16648) 
pathogenesis related protein [Hordeum vulgare] 

16207 

43400_1.R1040 

ekl700968134.hl 

BLASTX 

g2244952 

728 

7.0e-77 

186 

76 

(Z97340) strong similarity to ZK688.3 protein - 
Caenorhabditis elegans [Arabidopsis thaliana] 

16208 

43415_1.R1040 

LIB3092-044-Q1-K1-F12 

BLASTX 

g2244878 

408 

8.0e-40 

123 

72 

(Z97338) hypothetical protein [Arabidopsis thaliana] 
16209 

43416JL.R1040 
zpv700759646.hl 

16210 

43423_1.R1040 

LIB3092-044-Q1-K1-C4 

BLASTX 

g2598575 

807 

1.0e-92 

237 

73 

(Y15293) MtN21 [Medicago truncatula] 
16211 

43425JL.R1040 
LIB3092-044-Q1-K1-C6 



2689 



Seq. No. 


16212 


Contig ID 


43432 1.R1040 


5 '-most EST 


smc700747462.hl 


Seq. No. 


16213 


Contig ID 


43437 1.R1040 


5 f -most EST 


LIB30 92-04 4-Q1-K1-A5 


Seq. No. 


16214 


Contig ID 


43449 1.R1040 


5 1 -most EST 


LIB3138-124-Q1-N1-F6 


Method 


BLASTX 


NCBI GI 


gl082340 


BLAST score 


414 


E value 


6.0e-40 


Match length 


222 


% identity 


43 


NCBI Description 


DNA-binding protein 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq, No. 
Contig ID 
5 '-most EST 



R kappa B - human 
>gi_695579_emb_CAA56846_ (X80878) R kappa B [Homo sapiens] 

16215 

43449_2.R1040 
jC-gmfl02220099f08dl 

16216 

43453JL.R1040 

uC- gmromins oy2 2 2 c 0 Ibl 

BLASTN 

g21895 

72 

4.0e-32 

91 

100 

T.aestivum (clone pTAU2.3) U2 snRNA 
16217 

43467_1.R1040 

vwf700679835.hl 

BLASTN 

g4220638 

48 

1.0e-17 

386 
83 

Arabidopsis thaliana genomic DNA, chromosome 5/ PI clone: 
MIF21, complete sequence [Arabidopsis thaliana] 

16218 

43469JL.R1040 
LIB3093-013-Q1-K1-F4 

16219 

43479_JL. R1040 
awf700839495.hl 



Seq. No. 



16220 



2690 



Contig ID 
5' -most EST 

Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



435G3JL.R1040 
jC-gmle01810047b07dl 

16221 

43503_2.R1040 
yza700763942.hl 

16222 

43517JL.R1040 

pxt700943995.hl 

BLASTN 

g4210834 

192 

1.0e-103 

379 

88 

Pisum sativum mRNA for 



ketol-acid reductoisomerase 



16223 

43526JL.R1040 

dpv701100243.hl 

BLASTX 

g4038036 

360 

7.0e-34 

293 

39 

(AC005936) unknown protein [Arabidopsis thaliana] 
16224 

43527 JL.R1040 

g4260136 

BLASTX 

g3395436 

296 

1.0e-26 

71 

72 

(AC004683) unknown protein [Arabidopsis thaliana] 
16225 

43528_1.R1040 

epx701104533.hl 

BLASTX 

g4056456 

328 

2.0e-30 

74 

85 

(AC005990) Strong similarity to gb_U20808 auxin-induced 
protein from Vigna radiata and a member of the zinc-binding 
dehydrogenase family PF_00107. ESTs gb_T43674, gb_H77006 
and gb_AA39517 9 come from this gene. [Arabidopsis thaliana] 

16226 

43528_2.R1040 
jC-gmle01810025d06al 



2691 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



16227 

43530J.. R1040 

LIB3106-068-P1-K1-A11 

BLASTX 

gl421730 

2129 

0.0e+00 

505 

78 

(U43082) RF2 [Zea mays] 
16228 

43531__1.R1040 

leu701155490.hl 

BLASTX 

gl652327 

316 

1.0e-28 

198 

39 

(D90904) hypothetical protein [Synechocystis sp.] 
16229 

43534JL.R1040 

txt700735452.hl 

BLASTX 

g3121837 

1840 

0.0e+00 

418 

82 

PHOS PHAT I DATE CYTIDYLYLTRANSFERASE (CDP-DIGLYCERIDE 
SYNTHETASE) (CDP-DIGLYCERIDE PYROPHOSPHORYLASE) 
( CDP- DIAC YLGLYCEROL SYNTHASE) (CDS) (CTP : PHOS PHAT I DATE 
CYTIDYLYLTRANSFERASE) (CDP -DAG SYNTHASE) 
>gi_2182104_emb_CAA63004_ (X91909) CDP-diacylglycerol 
synthetase [Solanum tuberosum] 

16230 

43534_2.R1040 

fua701039367.hl 

BLASTX 

g3121837 

384 

6.0e-37 

97 

78 

PHOS PHAT I DATE CYTIDYLYLTRANSFERASE (CDP-DIGLYCERIDE 
SYNTHETASE) (CDP-DIGLYCERIDE PYROPHOSPHORYLASE) 
(CDP-DIACYLGLYCEROL SYNTHASE) (CDS) (CTP : PHOS PHAT I DATE 
CYTIDYLYLTRANSFERASE) (CDP- DAG SYNTHASE) 
>gi_2182104_emb_CAA63004_ (X91909) CDP-diacylglycerol 
synthetase [Solanum tuberosum] 

16231 

43544 1.R1040 



2692 



5 '-most EST 



LIB3092-042-Q1-K1-E1 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16232 

43554J..R1040 

LIB3106-042-Q1-K1-E5 

BLASTX 

g2828292 

401 

7.0e-39 

115 

70 

(AL021687) neoxanthin cleavage enzyme-like protein 
[Arabidopsis thaliana] 

16233 

43556_1.R1040 

LIB3092-042-Q1-K1-F3 

BLASTX 

g2129752 

333 

7.0e-31 

111 

58 

thioredoxin - Arabidopsis thaliana >gi_992964_emb_CAA84 612_ 
(Z35475) thioredoxin [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 r -most EST 



16234 

43559JL.R1040 
jC-gmro02910063h03al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16235 

43570JL.R1040 

LIB3107-028-Q1-K1-B11 

BLASTX 

g4415931 

468 

1.0e-4 6 

140 
63 

(AC006418) unknown protein [Arabidopsis thaliana] 
>gi_4559393_gb_AAD23053.1_AC006526_18 (AC006526) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16236 

43576JL.R1040 

awf700838109.hl 

BLASTX 

g2062175 

253 

8.0e-22 

91 

57 

(AC001645) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



16237 

43586JL.R1040 
LIB3092-042-Q1-K1-A8 



2693 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl483232 

596 

1.0e-61 

147 

80 

(X99655) MADS 5 protein [Betula pendula] 
16238 

43586__2.R1040 

nsy700645658.hl 

BLASTN 

gl483231 

134 

5.0e-69 

294 

86 

B. pendula mRNA for 



MADS box protein, MADS 5 



16239 

43586_3.R1040 

leu701146334.hl 

BLASTN 

g2618603 

60 

3.0e-25 

96 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSL3, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16240 

43586_4.R1040 

uC-gmflminsoy011d04bl 

BLASTN 

gl004364 

64 

1.0e-27 

124 

88 

Arabidopsis thaliana agamous-like 8 
cds 



(AGL8 ) mRNA, complete 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



16241 

43595JL.R1040 

LIB3106-109-Q1-K1-G1 

BLASTX 

g2191172 

176 

2.0e-12 

43 

70 

(AF007270) contains similarity to GAT A- type zinc fingers 
(PS:PS00344) [Arabidopsis thaliana] 

16242 

43595 2.R1040 



2694 



5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



xpa700797389.hl 
16243 

43595_3.R1040 

zzp700835346.hl 

BLASTX 

g4538944 

169 

6.0e-12 

40 

70 

(AL049483) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 ? -most EST 



16244 

43599_1.R1040 

rlr700897812.hl 

BLASTX 

g3258570 

828 

1.0e-88 

237 
69 

(U89959) Unknown protein [Arabidopsis thaliana] 



16245 

43606JL.R1040 

wrg700790637.h2 

BLASTX 

g2827992 

713 

3.0e-75 

254 

53 

(AF034743) UDP-glucuronosyltransf erase 



[Pisum sativum] 



16246 

43621JL.R1040 
LIB3092-041-Q1-K1-D1 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16247 

43625_1.R1040 
jC-gmfl02220057f08al 

16248 

43632_1.R1040 

LIB3092-040-Q1-K1-G5 

BLASTX 

g2435514 

341 

4.0e-32 

136 

53 

(AF024504) Similar to serine/threonine protein kinase; 
coded for by A. thaliana cDNA T20930; coded for by A. 
thaliana cDNA T43472 [Arabidopsis thaliana] 



2695 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



16249 

43642_1.R1040 
LIB3092-041-Q1-K1-A10 

16250 

43645J..R1040 

uC-gmflminsoy055g09bl 

BLASTX 

g2911044 

363 

4.0e-41 

219 

48 

(AL021961) putative protein [Arabidopsis thaliana] 
16251 

43648JL.R1040 

jC-gmflO2220106e08al 

BLASTX 

g2736186 

1595 

1.0e-178 

394 

78 

(AF024623) galactose kinase [Arabidopsis thaliana] 
16252 

43648__2.R1040 

LIB3092-040-Q1-K1-D1 

BLASTX 

g2736186 

775 

2.0e-82 

201 

75 

{AF024623) galactose kinase [Arabidopsis thaliana] 
16253 

43648_3. R1040 

jC-gmle01810064d01dl 

BLASTX 

g2736186 

180 

3.0e-13 

53 
68 

(AF024623) galactose kinase [Arabidopsis thaliana] 
16254 

43653J..R1040 
LIB3092-040-Q1-K1-D8 

16255 

43655JL.R1040 
g4307423 
BLASTX 
g4371280 



2696 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



€1 



437 

4.0e-43 

104 

83 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
16256 

43658J..R1040 
LIB3092-040-Q1-K1-F10 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



16257 

43658J3.R1040 
jex700907142.hl 

16258 

43658_4.R1040 

jC-gmfl02220061f06dl 

BLASTN 

g2654107 

49 

2.0e-18 

125 
85 

Pisum sativum cytosine-5 DNA methyltransf erase mRNA, 
complete cds 

16259 

43660_1.R1040 

uC-gmflminsoy001e02bl 

BLASTX 

g3687389 

973 

1.0e-105 

228 

86 

(Y16124) putative cullin protein [Lycopersicon esculentum] 
16260 

43672JL.R1040 

LIB3092-040-Q1-K1-B2 

BLASTX 

gl345132 

607 

4.0e-79 

210 

75 

(U47029) E RECTA [Arabidopsis thaliana] 

>gi_1389566_dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 

16261 

43673JL.R1040 

gsv701046385.hl 

BLASTX 

g3046693 

465 



2697 



E value 
Match length 
% identity 
NCBI Description 



2.0e-46 

95 
87 

(AL022140) receptor like protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



16262 

43673^2. R1040 
leu701150581.hl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 



16263 

43679JL.R1040 

LIB3092-039-Q1-K1-G12 

BLASTN 

g21004 

276 

1.0e-154 

360 
94 

French Bean mRNA for plastid-located glutamine synthetase 
(EC 6.3.1.2) 

16264 

43683JL.R1040 

LIB3092-039-Q1-K1-G6 

BLASTX 

g4309972 

152 

2.0e-09 

84 
46 

(AC002983) hypothetical protein [Arabidopsis thaliana] 
16265 

43683_2.R1040 
kl!701213422.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



16266 

43686JL.R1040 

zhf700954648.hl 

BLASTX 

g2244905 

312 

1.0e-28 

129 
47 

(Z97339) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 

16267 

43689_1.R1040 

fde700875593,hl 

BLASTX 

g3386617 

444 

5.0e-44 
143 



2698 



% identity 

NCBI Description 



69 

(AC004665) putative cell division protein (ftsY) 
[Arabidopsis thaliana] 



Seq. No. 


16268 


fnnt" i rr TV) 


d^MI 1 R1040 


G. i — moc-t- TTQT 

J ILLWO U Ciui 


nP-frnivTiTni Tiarwyl 77f (IQhl 

Uv yiLLX UlUXIlOVJjy X / .J X U .7JJ X 


riennou 


13 T 2\ QrpV 


1NOI3X (jX 


y4 jouji / 


TDT ACT 1 <z c r\y a 
DXiriO 1 oLUIc 


14? 
jit 


Hj ValUS 




L v J.aXt-il XcIiyLtl 






76 




fAF0363021 scarecrow-like 5 TArabidoDsis thai 


Seq. No. 


16269 




4170? 1 R1040 

T!J/v/^. _L « £\X *J *3 U 


3 ItiOST. XjOI 


Icu/UlljOJ i j.IiX 


lxis cnoa 


EJXxriO X A 


1NU.DX ul 






1S4 


E value 


o * ue j j 


Match length 


y / 


5- ~* /"J j^i "f"~ T "t~ T 7 

^ iaeni.iT-y 


0 o 




^riXiVJ JJO / OJ liy^JU Hit; Liuctx piULciii LniaviuupoiD 


Seq. No. 


16270 


L-onriq xu 


4J/Uo X.KXU4U 


D ~~ ItlOSL toi 


txt /uu / jju^D.ni 


Method 


BLASTX 


NCBI GI 


g4455316 


DT ACT 1 nnnvA 

oijAbi score 


o n 


Hi Value 


o . us X 0 


Match length 


loo 


% identity 


JO 


jnodx uescripuion 


ViiXjUOOOi O / pULaLlvc piOUclu [iir aDXClOpS IS Cilal 


beq. no. 


lb<i / 1 


uontig XD 


fij/Xf± X.KXU^iU 






Seq. No. 


16272 


Contig ID 


43722^1. R1040 


o -most: hbl 


j_ixb:>uyz-u jy-yi-Ki-Dz 


Method 


DT 7\ O TV 


JMCisx tal 


/ con/ 


BLAST score 


418 


E value 


4.0e-41 


Match length 


116 


% identity 


66 


NCBI Description 


(AC004786) putative GTP-binding protein [Arab 




thaliana] 


Seq. No. 


16273 


Contig ID 


43730_1.R1040 


5 T -most EST 


uC-gmrominsoy217h04bl 


Method 


BLASTX 



2699 



MOOT C T 


g4 *1 O / 1<£0 


BLAST score 


818 


E value 


1.0e-87 


Match length 


225 


% identity 


CQ 


NCBI Description 


(AL035538) putative protein 


Seq. No. 


16274 


Contig ID 


1.K1U4U 


5 1 -most EST 


nsy700645521.hl 


Seq. No. 


16275 


Contig ID 


43746 1.R1040 


5 1 -most EST 


kll701210470.hl 


Seq. No. 


16276 


Contig ID 


43752_1.R1040 


5 1 -most EST 


uC-gmropic007gllbl 


Method 


BLASTX 


t n T 
NLdI bl 




BLAST score 


537 


E value 


6.0e-55 


Match length 


143 


% identity 


71 


NCBI Description 


(AL031804) putative protein 


Seq. No. 


16277 


Contig ID 


43758 1.R1040 


5 '-most EST 


LIB3092-035-Q1-K1-H9 


Seq. No. 


16278 


Contig ID 


43762 1.R1040 


5' -most EST 


LIB3092-038-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3128192 


BLAST score 


324 


E value 


4.0e-38 


Match length 


106 


% identity 


75 


NCBI Description 


(AC004521) axi 1-like prote 


Seq. No. 


16279 


Contig ID 


4o/oZ Z.R1U4U 


5 '-most EST 


ssr700557514.hl 


Seq. No. 


16280 


Contig ID 


43778_1.R1040 


5' -most EST 


uC-gmropicl07g02bl 


Seq. No. 


16281 


Contig ID 


43795JL.R1040 


5' -most EST 


uC-gmrominsoy230d05bl 


Method 


BLASTX 


NCBI GI 


g4519936 


BLAST score 


144 


E value 


1.0e-08 


Match length 


105 



2700 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24 

(AB019186) RPR1 [Oryza sativa] 
16282 

43801JUR1040 

fC-gmro7000749034al 

BLASTX 

g2853078 

223 

7.0e-18 

142 

40 

(AL0217 68) TMV resistance protein N-like [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16283 

43812JL.R1040 

LIB3109-011-Q1-K1-B1 

BLASTX 

g2252863 

840 

8.0e-98 

350 

54 

(AF013294) 
thaliana] 



similar to nucleolin protein [Arabidopsis 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 



16284 

43812^2. R1040 

ASG3244V4R-02-Q1-E1-G3 

BLASTN 

g2290120 

35 

5.0e-10 

55 
91 

HIV-1 strain MO 2 from USA, 
gene, partial cds 

16285 

43812_3.R1040 
jC-gmro02910046b01dl 



16286 

43821JL.R1040 

uC-gmropic055gl2bl 

BLASTX 

g836954 

495 

8.0e-50 

192 

53 

(U20948) receptor protein kinase 
16287 

43826JL.R1040 
LIB3092-037-Q1-K1-E4 



envelope glycoprotein (env) 



[Ipomoea trifida] 



2701 



CP 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



16288 

43838JL.R1040 

LIB3107-017-Q1-K1-E9 

BLASTX 

gll4176 

1205 

1.0e-132 

331 
72 

3-PHOSPHOSHIKIMATE 1-CARBOXYVINYL TRANSFERASE PRECURSOR 
(5-ENOLPYRUVYLSHIKIMATE-3-PHOSPHATE SYNTHASE) {EPSP 

SYNTHASE) >gi_66620_pir XUPJVS 3-phosphoshikimate 

1-carboxyvinyltransf erase (EC 2.5.1.19) precursor - garden 
petunia >gi_169191 (M21084) 

5-enolpyruvyIshikimate-3-phosphate synthase precursor 
[Petunia hybrida] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16289 

43844_1.R1040 

fde700875202.hl 

BLASTX 

g4417279 

395 

4.0e-38 

153 

55 

(AC007019) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



16290 

43857JL.R1040 
LIB3092-036-Q1-K1-H5 



Seq. No. 
Contig ID 
'5' -most EST 



16291 

43861JL.R1040 
LIB3092-037-Q1-K1-A1 



Seq. No. 
Contig ID 
5 '-most EST 



16292 

43873_1.R1040 
LIB3138-022-Q1-N1-E3 



Seq. No. 
Contig ID 
5' -most EST 



16293 

43901_1.R1040 
trc700565937.hl 



Seq. No. 

Contig ID 
5' -most EST 



16294 

43901_2.R1040 
LIB3092-036-Q1-K1-A11 



Seq. No. 
Contig ID 
5' -most EST 



16295 

43902_1.R1040 
LIB3092-036-Q1-K1-A12 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



16296 

43905J..R1040 

jC-gmst02400052hl2al 

BLASTX 



2702 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



g4531444 
209 

2.0e-16 

56 

77 

(AC006224) putative protein kinase [Arabidopsis thaliana] 
16297 

43905_2.R1040 

kmv7Q0740350.hl 

BLASTX 

g4531444 

1592 

1.0e-178 

371 

80 

(AC006224) putative protein kinase [Arabidopsis thaliana] 
16298 

43905_3.R1040 

uC-gmrominsoy099bl0bl 

BLASTX 

g4531444 

296 

8.0e-27 

85 

65 

(AC006224) putative protein kinase [Arabidopsis thaliana] 
16299 

43912_1.R1040 
eep700869175.hl 

16300 

43918J..R1040 
asn701135937.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16301 

43919^1. R1040 

uC-gmf IminsoyO 4 6b0 9bl 

BLAST N 

g3176075 

387 

0,0e+00 

1071 

85 

Medicago sativa mRNA for protein phosphatase 1, delta 
subunit 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



16302 

43944_1.R1040 

LIB3106-092-Q1-K1-C12 

BLASTX 

gl518860 

312 

4.0e-28 
258 



2703 



% i dent it v 


33 


NCBI Description 


(U66249) CASP [Mus musculus] 


Seq. No. 


16303 


Contig ID 


43945 1.R1040 


5' -most EST 


LIB3107-026-Q1-K1-E9 


Seq. No. 


16304 


Contig ID 


43954JL.R1040 


5' -most EST 


zzp700832904.hl 


Method 


BLASTX 


NCBI GI 


g3894387 


BLAST score 


1002 


E value 


1.0e-108 


Match length 


657 


% identity 


12 


NCBI Description 


(AF053995) Hcr2-0B [Lycopers: 


Seq. No. 


16305 


Contig ID 


43959 1.R1040 


5 f -most EST 


g5058142 


Method 


BLASTX 


NCBI GI 


g4455312 


BLAST score 


478 


E value 


9.0e-48 


Match length 


135 


% identity 


67 


NCBI Description 


(AL035528) DnaJ-like protein 


Seq. No. 


16306 


Contig ID 


43959 2.R1040 


5' -most EST 


LIB3106-051-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


a4455312 


BLAST score 


398 


E value 


1.0e-38 


Match length 


106 


% identity 


67 


NCBI Description 


(AL035528) DnaJ-like protein 


Seq. No. 


16307 


Contig ID 


43963 1.R1040 


5 '-most EST 


jC-gmfl02220056f07al 


Method 


BLASTX 


NCBI GI 


g2213882 


BLAST score 


2085 


E value 


0.0e+00 


Match length 


530 


% identity 


76 


NCBI Description 


(AF004165) 2-isopropylmalate 




pennellii] 


Seq. No. 


16308 


Contig ID 


43966 1.R1040 


5 1 -most EST 


ssr700553914.hl 



Seq. No. 



16309 



2704 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43966_2.R1040 
uC-gmronoir023hl2bl 

16310 

43970JL.R1040 

LIB3092-035-Q1-K1-C11 

BLASTX 

g4335754 

535 

8.0e-55 

140 

72 

(AC006284) putative acid phophatase (contains 
metallo-phosphoesterase motif, prosite: QDOC50185) 
[Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 T -most EST 



16311 

43977JL.R1040 
LIB3107-031-Q1-K1-A9 



Seq. No. 
Contig ID 
5' -most EST 



16312 

43977_2.R1040 
leu701148694.hl 



Seq. No. 
Contig ID 
5' -most EST 



16313 

44001_1.R1040 
LIB3092-034-Q1-K1-G12 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



16314 

44006__1.R1040 
jC-gmle01810043e01al 

16315 

44007JL.R1040 
LIB3092-034-Q1-K1-G9 

16316 

44016_1.R1040 

jex700908960.hl 

BLASTX 

g4455360 

236 

3.0e-27 

154 

5 

(AL035524) putative protein [Arabidopsis thaliana] 
16317 

44018_1.R1040 
rlr700899192.hl 



Seq. No. 
Contig ID 
5 '-most EST 



16318 

44020_1.R1040 
LIB3092-034-Q1-K1-E1 



Seq. No. 

Contig ID 



16319 

44024 1.R1040 



2705 



€1 



5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gsv701051235.hl 
16320 

44045_1.R1040 

ssr700555341.hl 

BLASTX 

g2252840 

486 

9.0e-49 
153 

(AF013293) contains regions of similarity to Haemophilus 
influenzae permease (SP:P38767) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



16321 

44047__1.R1040 
g5605970 



Seq. No. 
Contig ID 
5 T -most EST 



16322 

44047_2.R1040 
trc700562865.hl 



Seq. No. 
Contig ID 
5' -most EST 



16323 

44064JL.R1040 
LIB3092-034-Q1-K1-B12 



Seq. No. 
Contig ID 
5' -most EST 



16324 

44067_1.R1040 
LIB3092-033-Q1-K1-E8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16325 

44068JL.R1040 

LIB3092-033-Q1-K1-F4 

BLASTX 

g3540206 

228 

7.0e-19 

97 

31 

(AC004260) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



16326 

44070_1.R1040 
LIB3092-033-Q1-K1-F8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16327 

44076_1.R1040 

LIB3092-033-Q1-K1-G3 

BLASTX 

g2500649 

263 

8.0e-23 

173 

36 

PROBABLE RNA 3 1 -TERMINAL PHOSPHATE CYCLASE 
(RNA-3 T - PHOSPHATE CYCLASE) (RNA CYCLASE) 



2706 



Seq. No. 
Contig ID 
5 1 -most EST 



16328 

44078_1.R1040 
LIB3092-033-Q1-K1-G7 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



16329 

44078_2.R1040 
uC-gmropic066h01bl 

16330 

44085_1.R1040 
pmv700890905.hl 

16331 

44088JL.R1040 
LIB3092-033-Q1-K1-D4 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16332 

44090_1.R1040 
txt700735094.hl 

16333 

44106_1.R1040 

uC-gmrominsoy044gl0bl 

BLASTX 

g2262107 

780 

4.0e-83 
180 
81 

(AC002343) 
thaliana] 



Ser/Thr protein kinase isolog [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16334 

44106_2.R1040 

LIB3138-024-Q1-N1-E4 

BLASTX 

g2262107 

233 

2.0e-19 
60 
77 

(AC002343) 
thaliana] 



Ser/Thr protein kinase isolog [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



16335 

44108_1.R1040 
LIB3092-033-Q1-K1-C10 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



16336 

44108_2.R1040 
ssr700554446.hl 

16337 

44118_1.R1040 
vzy700754257.hl 
BLASTN 
g3600062 



2707 



BLAST score 


118 


E value 


1.0e-59 


Match length 


322 


% identity 


86 


NCBI Description 


Arabidopsis thaliana BAC T25C13 


Seq. No. 


16338 


Contig ID 


44120 1.R1040 


5' -most EST 


awf700843191.hl 


Method 


BLASTX 


NCBI GI 


g4544451 


BLAST score 


325 


E value 


3.0e-55 


Match length 


160 


% identity 


67 


NCBI Description 


(AC006592) unknown protein [Arabidop: 


Seq. No. 


16339 


Contig ID 


44122 1.R1040 


5' -most EST 


LIB3092-032-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2739368 


BLAST score 


223 


E value 


3.0e-18 


Match length 


54 


% identity 


78 


NCBI Description 


(AC002505) cyclin-like protein [Arab: 


Seq. No. 


16340 


Contig ID 


44128 1.R1040 


5' -most EST 


LIB3092-033-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3776559 


BLAST score 


466 


E value 


2.0e-46 


Match length 


147 


% identity 


62 


NCBI Description 


(AC005388) Strong similarity to gene 



cdc2 protein kinase homolog from A. thaliana BAC 
gb__AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



16341 

44130J..R1040 
zlv700807511.hl 



Seq. No. 
Contig ID 
5' -most EST 



16342 

44132JL.R1040 
uC-gmropic018d02bl 



Seq. No. 
Contig ID 
S'-most EST 



16343 

44142JL.R1040 
LIB3092-032-Q1-K1-G10 



Seq. No. 
Contig ID 
5 '-most EST 



16344 

44147JL.R1040 
LIB3092-032-Q1-K1-G6 



2708 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16345 

44150_1.R1040 

jC-gmle01810093f06al 

BLASTX 

g4415924 

388 

2.0e-37 
131 
56 

(AC006282) 
thaliana] 



putative glucosyl transferase [Arabidopsis 



Seq. No. 16346 

Contig ID 44169_1 .R1040 

5' -most EST LIB3092-032-Q1-K1-B2 

Method BLASTX 

NCBI GI g4415923 

BLAST score 296 

E value 1.0e-26 

Match length 144 

% identity 49 

NCBI Description (AC006282) putative glucosyl transferase [Arabidopsis 
thaliana] 



Seq. No. 16347 

Contig ID 44187_1 . R1040 

5 '-most EST LIB3167-077-P1-K2-A12 

Method BLASTX 

NCBI GI g631955 

BLAST score 305 

E value 1.0e-27 

Match length 141 

% identity 45 tT um\ 

NCBI Description chlorophyll a/b binding protein type II (LHCI) 
temulentum L 



Seq. No. 16348 

Contig ID 44192_1 .R1040 

5 '-most EST uC-gmronoir060h04bl 

Method BLASTX 

NCBI GI g4481810 

BLAST score 2 93 

E value 5.0e-26 

Match length 274 

% identity 29 

NCBI Description (AL035632) BACN32Gll.d [Drosophila melanogas 

Seq. No. 16349 

Contig ID 44199_1 . R1040 

5 '-most EST LIB3092-032-Q1-K1-A4 

Method BLASTN 

NCBI GI g2055227 

BLAST score 289 

E value 1.0e-162 

Match length 337 

% identity 96 



2709 



NCBI Description Glycine max mRNA for SRC1, complete cds 



Seq. No. 


16350 


Contig ID 


44210 1.R1040 


5 '-most EST 


LIB3138-014-Q1-N2-B4 


Seq. No, 


16351 


Contig ID 


44220 1.R1040 


5' -most EST 


LIB3092-012-Q1-K1-D11 






NCBI GI 


g2827558 


BLAST score 


290 


E value 


9.0e-26 


Match length 


89 


% identity 


64 


NCBI Description 


(AL021635) putative DNA binding 




thaliana] 


Seq. No. 


16352 


Contig ID 


44224J.. R1040 


J ILL WO L. DO 1 


JjlDJiJO J.UKJ yi 1M± L> i 


Method 


BLASTX 


NCBI GI 


g4263703 


BLAST score 


970 


Hi vaxue 


x • ue J-UO 


Match length 


231 


% identity 


78 


NCBI Description 


(AC006223) hypothetical protein 


Seq. No. 


16353 


Contig ID 


44230 1.R1040 


5' -most EST 


hyd700726102.hl 


Seq. No. 


16354 


Contig ID 


44240 1.R1040 


5' -most EST 


LIB3092-030-Q1-K1-G3 


Seq. No. 


16355 


Contig ID 


44252 1.R1040 


5' -most EST 


zpv700759579.hl 


Method 


BLASTX 


NCBI GI 


g4388717 


BLAST score 


347 


E value 


2.0e-57 


Match length 


329 


% identity 


41 


NCBI Description 


(AC006413) putative nuclear pho 



[Arabidopsis 



[Arabidopsis thaliana] 



multiple TPR repeats prosite : QDOC50005) 
thaliana] 



[Arabidopsis 



Seq. No. 
Contig ID 
S'-most EST 
Method 
NCBI GI 
BLAST score 
E value 



16356 

44265JL.R1040 

trc700564406.hl 

BLASTX 

g4455186 

276 

4.0e-24 



2710 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
S'-most EST 



146 
48 

(AL035521) 



putative protein [Arabidopsis thaliana] 



16357 

44279JL.R1040 

pmv700888832.hl 

BLASTX 

g!653702 

486 

1.0e-48 

138 
68 

(D90915) dihydrolipoamide acetyltransf erase component 
of pyruvate dehydrogenase complex [Synechocystis sp.] 

16358 

44281_2.R1040 
bth700844559.hl 



(E2) 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16359 

44282_1.R1040 

gsv701050704.hl 

BLASTX 

g586858 

244 

2.0e-20 

88 

51 

HYPOTHETICAL 21.4 KD PROTEIN IN DACA-SERS INTERGENIC REGION 

>gi_2127 020_pir S66042 hypothetical protein - Bacillus 

subtilis >gi_467402_dbj_BAA05248_ (D26185) unknown 
[Bacillus subtilis] >gi_2632279_emb_CAB11788__ (Z99104) 
similar to hypothetical proteins [Bacillus subtilis] 

16360 

443G2JL.R1040 

LIB3092-029-Q1-K1-B12 

BLASTX 

g3775989 

181 

3.0e-13 

47 

74 

(AJ010458) RNA helicase [Arabidopsis thaliana] 
16361 

44307_1.R1040 

LIB3092-029-Q1-K1-B8 

BLASTN 

g535443 

38 

1.0e-ll 

38 

100 

Pisum sativum Alaska calmodulin mRNA, complete cds 



2711 



# 



Seq. No. 16362 

Contig ID 44315_1 .R1040 

5 '-most EST epx701107356 . hi 

Seq. No. 16363 

Contig ID 44324JL . R1040 

5' -most EST uC-gmrominsoyl98h09bl 

Method BLASTX 

NCBI GI g3445212 

BLAST score 913 

E value 9.0e-99 

Match length 253 

% identity 73 

NCBI Description (AC004786) putative chloroplast envelope Ca2+-ATPase 
[Arabidopsis thaliana] 

Seq. No. 16364 

Contig ID 44326_1 .R1040 

5' -most EST pmv7008 94 906 . hi 

Seq, No. 16365 

Contig ID 44341_1 . R1040 

5' -most EST LIB3092-028-Q1-K1-E8 

Method BLASTX 

NCBI GI gl813489 

BLAST score 147 

E value 3.0e-09 

Match length 7 9 

% identity 44 

NCBI Description (U64312) amidase [Bacillus firmus] 

Seq. No. 16366 

Contig ID 44343_1 . R1040 

5' -most EST jC-gmle01810037clla2 

Seq. No. 16367 

Contig ID 44346JL . R1040 

5' -most EST LIB3092-027-Q1-K1-H10 

Method BLASTN 

NCBI GI g2687432 

BLAST score 34 

E value 2.0e-09 

Match length 38 

% identity 97 

NCBI Description Plumbago auriculata large subunit 26S ribosomal RNA gene, 
partial sequence 

Seq. No. 16368 

Contig ID 44353_1 .R1040 

5' -most EST vzy700752351 .hi 

Method BLASTX 

NCBI GI g4455302 

BLAST score 476 

E value 1.0e-58 

Match length 134 

% identity 81 , 

NCBI Description (AL035528) putative protein [Arabidopsis thaliana] 



2712 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16369 

44361JL.R1040 

ssr700555015.hl 

BLASTN 

g3869075 

54 

2.0e-21 

148 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXK3, complete sequence [Arabidopsis thaliana] 



Seq. No. 


16370 


Contig ID 


44368 1.R1040 


5 '-most EST 


jC-gmst02400016a09dl 


Mo "H Vi nH 


BLASTX 


NCBI GI 


g4454043 


BLAST score 


462 


E value 


4.0e-46 




134 


% identity 


70 


NCBI Description 


(AL035394) putative receptor 


Seq. No. 


16371 


Contig ID 


44381 1.R1040 


5' -most EST 


sat701003320.hl 


Seq. No. 


16372 


Contig ID 


44381_2 .R1040 


5' -most EST 


LIB3170-054-Q1-J1-D6 


Seq. No. 


16373 


Contig ID 


44382 1.R1040 


5' -most EST 


LIB3092-022-Q1-K1-H9 


Seq. No. 


16374 


Contig ID 


44382 2.R1040 


5 '-most EST 


wvk700682053.hl 


Seq. No. 


16375 


Contig ID 


44386 1.R1040 


5' -most EST 


jC-gmro02800041d06al 


Method 


BLASTX 


NCBI GI 


g4467125 


BLAST score 


1151 


E value 


1.0e-126 


Match length 


300 


% identity 


72 


NCBI Description 


(AL035538) putative protein 


Seq. No. 


16376 


Contig ID 


44389 1.R1040 


5 '-most EST 


leu701151303.hl 


Method 


BLASTX 


NCBI GI 


g4337040 


BLAST score 


1190 



2713 



E value 
Match length 
% identity 
NCBI Description 



1.0e-131 

360 

66 

(AF124159) molybdopterin synthase sulphurylase [Arabidopsis 
thaliana] >gi_4337042_gb_AAD18051_ (AF124160) molybdopterin 
synthase sulphurylase [Arabidopsis thaliana] 



Seq. No. 


X DO / / 


Contig ID 


44ooy Z . K1U4U 


5 1 -most EST 


r,"k -pi nn q t; o T fi v»i 

zni /uuyoozou. ni 


Method 


BLASTX 


NCBI GI 


g4oo / U4 D 


BLAST score 


n o n 

zzy 


E value 


o . Ue-19 


Match length 


yu 


% identity 


59 


NCBI Description 


(AF124162) molybdopterin 




plumbaginifolia] 


Seq. No. 


loi /o 


Contig ID 


4 4j9J 1.KIU4U 


5' -most EST 


zsg/01124432 . hi 


Method 


BLASTX 


NCBI GI 


g4490316 


BLAST score 


456 


E value 


J . Ue-4o 


Match length 


196 


% identity 


46 


NCBI Description 


(AL035678) nucellin-like 


Seq. No. 


16379 


Contig ID 


44393 2.R1040 


5' -most EST 


zsg701118166.nl 


Method 


BLASTX 


NCBI GI 


g4490316 


BLAST score 


236 


E value 


1 Art 1 Q 

1 . ue-19 


Match length 


77 


% identity 


65 


NCBI Description 


(AL035678) nucellin-like 


Seq. No. 


16380 


Contig ID 


44393 4.R1U4U 


5' -most EST 


gsv7 01051353 .hi 


Method 


T3T flOTY 
DJ_i/iO i A 


NCBI GI 


g4490316 


BLAST score 


188 


E value 


8.0e-23 


Match length 


111 


% identity 


53 


NCBI Description 


(AL035678) nucellin-like 


Seq. No. 


16381 


Contig ID 


44398 1.R1040 


5' -most EST 


jC-gmle01810034b09a2 


Method 


BLASTX 


NCBI GI 


g3024871 



2714 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1077 

1.0e-117 

542 

44 

HYPOTHETICAL 77.3 KD PROTEIN SLL0005 

>gi 100157 9_dbj_BAA10206_ (D64000) ABCl-like [Synechocystis 
sp. ] 

16382 

44399_1.R1040 
LIB3092-022-Q1-K1-F9 

16383 

44402_1.R1040 

uC-gmrominsoy093g03bl 

BLASTX 

g3335060 

2139 

0.0e+00 

496 

83 

(AF025842) plasma membrane-type calcium ATPase [Arabidopsis 
thaliana] >gi_4468989_emb_CAB38303_ (AL035605) plasma 
membrane-type calcium ATPase (ACA2) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16384 

44402_2.R1040 

wvk700684033.hl 

BLASTX 

g509810 

349 

2.0e-34 

151 

74 

(L08468) envelope Ca2+-ATPase [Arabidopsis thaliana] 
16385 

44417JL.R1040 

fua701040864.hl 

BLASTX 

g3335366 

649 

1.0e-67 

201 

63 

(AC003028) unknown protein [Arabidopsis thaliana] 
16386 

44417_2.R1040 

LIB3106-105-Q1-K1-F10 

BLASTX 

g3335366 

548 

7.0e-56 

174 

63 

(AC003028) unknown protein [Arabidopsis thaliana] 



2715 



Seq. No. 
Contig ID 
5' -most EST 

Seq- No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5J-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 f -most EST 
Method 
NCBI GI 



16387 

44418_1.R1040 
jC-gmle01810084h!2al 

16388 

44418_3.R1040 
LIB3109-018-Q1-K1-H6 

16389 

44422JL.R1040 

leu701153828.hl 

BLASTX 

g3935175 

370 

2.0e-35 

136 

62 

(AC004557) F17L21.18 [Arabidopsis thaliana] 
16390 

44444_1.R1040 
LIB3092-021-Q1-K1-G3 

16391 

44446_2.R1040 
kll701215038.hl 

16392 

44449JL. R1040 

fua701039910.hl 

BLASTX 

g2623310 

184 

2.0e-13 

58 
62 

(AC002409) unknown protein [Arabidopsis thaliana] 
>gi 3402721 (AC004261) unknown protein [Arabidopsis 
thaliana] 

16393 

44452JL.R1040 

fde700870881.hl 

BLASTX 

g2252871 

325 

8.0e-30 

159 
47 

(AF013294) No definition line found [Arabidopsis thaliana] 
16394 

44470JL.R1040 
rca700996419.hl 
BLASTX 
g4056506 



2716 



€1 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



743 

1.0e-78 

331 

46 

(AC005896) nodulin-like protein [Arabidopsis thaliana] 
16395 

44472JL.R1040 
fua701041572.hl 



Seq. No. 

Contig ID 
5' -most EST 



16396 

44472_2.R1040 
eep700869311.hl 



Seq. No. 
Contig ID 
5 '-most EST 



16397 

44514_1.R1040 
wvk700684993.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16398 

44528JL.R1040 

jC-gmfl02220054d06al 

BLASTX 

g3164222 

293 

3.0e-26 
118 
53 

(AB008518) RMA1 
(AF071527) RMA1 
thaliana] 



[Arabidopsis thaliana] >gi__4206205 
RING zinc finger protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 



16399 

44530JL.R1040 

pmv700890535.hl 

BLASTX 

g3831441 

165 

5.0e-ll 

47 
79 

(AC005819) hypothetical protein [Arabidopsis thaliana] 
16400 

44555J..R1Q40 

epx701106481.hl 

BLASTX 

g2190259 

420 

1.0e-48 

135 
72 

(D86385) A-type cyclin [Catharanthus roseus] 
16401 

44572JL.R1040 

sat701009956.h2 

BLASTX 
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# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



g2493133 
424 

2.0e-41 

166 

52 

VACUOLAR ATP SYNTHASE SUBUNIT D (V-ATPASE D SUBUNIT) 
>gi_2183244 (AF002134) Vma8p [Candida albicans] 

16402 

44573JL.R1040 
LIB3092-019-Q1-K1-H12 



Seq. No. 
Contig ID 
5 '-most EST 



16403 

44590_1.R1040 
uC-gmrominsoy201b05bl 



Seq. No. 
Contig ID 
5' -most EST 



16404 

44597__1.R1040 
wvk700681606.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16405 

44613_1.R1040 

LIB3139-089-P1-N1-E3 

BLASTN 

g2264309 

63 

1.0e-26 

179 
84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJJ3, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



16406 

44624_1.R1040 
smw700646248.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16407 

44666_1.R1040 

uC-gmropicll3d03bl 

BLASTX 

g!00225 

534 

6.0e-54 

236 

48 

heat shock transcription factor 8 - tomato 
>gi_19260_emb_CAA47868_ (X67599) heat stress transcription 
factor 8 [Lycopersicon esculentum] 



Seq. No. 

Contig ID 
'"V -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



16408 

44666^2. R1040 

has700548142.hl 

BLASTX 

g729775 

236 

2.0e-35 
144 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 

HEAT SHOCK FACTOR PROTEIN HSF8 (HEAT SHOCK TRANSCRIPTION 
FACTOR 8) (HSTF 8) (HEAT STRESS TRANSCRIPTION FACTOR) 

>gi 100264_pir S25481 heat shock transcription factor 8 - 

Peruvian tomato >gi_194 92_emb_CAA47869_ (X67600) heat shock 
transcription factor 8 [Lycopersicon peruvianum] 

16409 

44682_1.R1040 

txt700733359.hl 

BLASTX 

g3097312 

177 

2.0e-12 

94 

36 

(AB009024) capping enzyme IB [Homo sapiens] 
16410 

44691J..R1040 

uC-gmrominsoyl06bllbl 

BLASTX 

g2435511 

463 

4.0e-46 

102 
78 

(AF024504) contains similarity to prolyl 4-hydroxylase 
alpha subunit [Arabidopsis thaliana] 

16411 

44697JL.R1040 

g5677986 

BLASTX 

g2494151 

173 

6.0e-12 

63 

56 

DNAJ PROTEIN >gi_2119734_pir JC4739 chaperonin dnaJ - 

Bacillus stearothermophilus >gi_1568 475_emb_CAA62240_ 
(X90709) dnaJ [Bacillus stearothermophilus] 

16412 

44697_2.R1040 
ssr700560683.hl 

16413 

44719JL.R1040 

zzp700831117.hl 

BLASTX 

g3335375 

7 62 

2.0e-81 

156 

90 

(AC003028) putative amidase [Arabidopsis thaliana] 
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Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16414 

44721JL.R1040 

LIB3139-054-P1-N1-C9 

BLASTX 

g3850588 

946 

1.0e-102 

218 
79 

(AC005278) Contains similarity to gb_AB011110 KIAA0538 
protein from Homo sapiens brain and to phospholipid-binding 
domain C2 PF_00168. ESTs gb_AA585988 and gb_T04384 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16415 

44721_2.R1040 

wrg700786731.h2 

BLASTX 

g3850588 

388 

1.0e-37 

121 
60 

(AC005278) Contains similarity to gb_AB011110 KIAA0538 
protein from Homo sapiens brain and to phospholipid-binding 
domain C2 PF_00168. ESTs gb_AA585988 and gb_T04384 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



16416 

44724_1.R1040 
LIB3092-017-Q1-K1-F5 



Seq. No. 
Contig ID 
5 '-most EST 



16417 

44738JL.R1040 
LIB3092-017-Q1-K1-F2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16418 

44742_1.R1040 

seb700653164.hl 

BLASTX 

gl076414 

880 

1.0e-94 

348 
53 

subtilisin-like proteinase (EC 3.4.21.-) - Arabidopsis 
thaliana (fragment) >gi_757534_emb_CAA59963_ (X85974) 
subtilisin-like protease [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



16419 

44754_1.R1040 

bth700849132.hl 

BLASTX 

g3522931 

701 

4.0e-74 
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# 



Match length 

% identity 

NCBI Description 



159 
82 

(AC002535) 
thaliana] 



putative Na+/Ca2+ exchanger [Arabidopsis 



Seq. No. 


16420 




447 60 1 R1 040 


O HlL/o U HOI 




Method 


BLASTX 


NCBI GI 


gl931639 


I3.LiR.Ol SLOIc 


J. -7 / 


C tt a 1 no 


4 0^-1 S 


Match length 




% identity 






/ n Q R Q 7 \ 1 uc /^>r~\Vi ct^H 1 i r>3 


beq. jno. 


104Z1 


fAnfi rr T Pi 

L/Oiicj_y iu 


44764 1 R1 040 


d -most. HjoI 


uu yitiropicu j zjiiuoijx 


Seq. No. 


16422 


uoncig iu 


A A119 1 R1 040 

ft ft / /Z l.I\.lU*iU 


C 1 ———j- porn 

3 -itiosu Hjoi 


-i r*— /-rmTcin 1 pi nm 1 oH/iai 

J L yiUiSU iOlUUllcU^al 


Method 


BLASTX 


NCBI GI 


g3337366 


bLAbi score 




E value 


z . ue - jj 


Match length 


224 


% identity 


22 


NCBI Description 


/ 7\ Z"" 1 f\ C\ A A Q \ IT T"\ I/ - T-Tl^* V* /-\ +- T 

\,AUUU4 4oi/ unKnown proiein 


Seq. No. 


16423 


Contig ID 


44777JL.R1040 


D ITlOSu £>o L 


t Tn^nQ9-ni — h r 
jjlDOU^Z Uioyirviiio 


Seq. No. 


lo4Z4 


Contig ID 


a a Tin 0 Din/in 
44 / / / z . K1U4U 


0 -most hb 1 


epx /uiiuyjUj .ni 


Seq. No. 


lb4zb 


Contig iu 


4 4 / oZ Z . K1U4U 


o ItlOSTl CjO i 


T Tt3*^nQ9 — 01 7— Pil — 1<rl —719 
Lit) jU^Z Ul / M HZ 


Seq. No. 


16426 


uontig iu 


44o U / 1 * K1U41U 


o -most EST 


j u— gmrouz y luu loDizai 


Method 


BLASTX 


NCBI GI 


g4406809 


BLAST score 


199 


E value 


8.0e-15 


Match length 


133 


% identity 


44 


NCBI Description 


(ACO 06201} unknown protein 


Seq. No. 


16427 


Contig ID 


44808 1.R1040 


5 '-most EST 


zhf700962690.hl 
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Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16428 

44809_1.R1040 
LIB3092-016-Q1-K1-E11 

16429 

44811_1.R1040 

uC-gmrominsoy206f 02bl 

BLASTX 

g3033381 

793 

1.0e-84 

177 

84 

(AC004238) 
thaliana] 



putative UDP-galactose-4-epimerase [Arabidopsis 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 



16430 

44816_JL.R1040 

jC-gmro02910040d09al 

BLASTX 

g3668089 

204 

5.0e-16 

71 
66 

(AC004667) unknown protein [Arabidopsis thaliana] 
16431 

44816_2.R1040 
seb700653870.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



16432 

44831_1.R1040 
LIB3170-07 6-Q1-J1-G10 

16433 

44834JL.R1040 

uC-gmrominsoyl85e03bl 

BLASTX 

gll70504 

183 

2.0e-13 

68 

53 

EUKARYOTIC INITIATION FACTOR (ISO)4F SUBUNIT P82 
(IEIF-(ISO)4F P82) >gi_452440 (M95747) initiation factor 
(iso)4f p82 subunit [Triticum aestivum] 

16434 

44838_1.R1040 

LIB3092-016-Q1-K1-A6 

BLASTX 

g2980767 

248 

4.0e-21 

96 
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% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



52 

(AL022198) putative protein [Arabidopsis thaliana] 
16435 

44854_1.R1040 

LIB3092-015-Q1-K1-H12 

BLAST N 

g4220630 

66 

1.0e-28 

170 

85 

Arabidopsis thaliana genomic DNA, chromosome 5 f TAC clone: 
K2K18, complete sequence [Arabidopsis thaliana] 

16436 

44856JL.R1040 

sat701012455.hl 

BLASTX 

g2252836 

629 

3.0e-65 

272 

49 

(AF013293) contains weak similarity to S. cerevisiae BOB1 
protein (PIR:S45444) [Arabidopsis thaliana] 

16437 

44884JL.R1040 

jC-gmfl02220127g04dl 

BLASTX 

gl305531 

162 

5.0e-ll 

55 
51 

(U55219) defective chloroplasts and leaves; required for 
chloroplast development and palisade cell differentiation 
in leaves [Lycopersicon esculentum] >gi_1323698 (U55278) 
DCL [Solanum lycopersicum] 

16438 

44890_1.R1040 

uC-gmrominsoy041g02bl 

BLASTX 

g4262174 

823 

3.0e-88 

188 

78 

(AC005508) 9058 [Arabidopsis thaliana] 
16439 

44890_3.R1040 
uC-gmropic008e01bl 



Seq. No. 



16440 
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o 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44890_4.R1040 

pmv700892424.hl 

BLASTX 

g4262174 

241 

2.0e-20 

56 

80 

(AC005508) 9058 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



16441 

44892_1.R1040 

jC-gmst02400072e05al 

BLASTX 

g4218122 

447 

5.0e-44 

343 
40 

(AL035353) putative protein [Arabidopsis thaliana] 
16442 

44893JL.R1040 
jC-gmle01810089e09dl 

16443 

44894_1.R1040 

kll701212508.hl 

BLASTX 

g339878 

516 

6.0e-52 

156 

63 

(M55169) tripeptidyl peptidase II [Homo sapiens] 
16444 

44894_2.R1040 

eep700866865.hl 

BLASTX 

g2499872 

468 

8.0e-47 

161 

58 

TRIPEPTIDYL- PEPTIDASE II (TPP II) (TRIPEPTIDYL 

AMI NO PEPTIDASE) >gi_2137836_pir 14 8855 

tripeptidyl -peptidase II (EC 3.4.14.10) - mouse 
>gi_575955_emb_CAA57103_ (X81323) tripeptidyl -peptidase ii 
[Mus musculus] 

16445 

44913_1.R1040 
LIB3092-015-Q1-K1-D10 

16446 

44922 1.R1040 
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5 '-most EST LIB3092-014-Q1-K1-H9 

Seq. No. 16447 

Contig ID 44943_1.RJ.040 

5 '-most EST dpv701102324 .hi 

Method BLASTX 

NCBI GI g4160302 

BLAST score 625 

E value 7.0e-65 

Match length 242 

% identity 54 

NCBI Description (AJ011894) cyclin D3.2 protein [Nicotiana tabacum] 

Seq. No. 16448 

Contig ID 44 948_1 . R1040 

5' -most EST pmv7008 91056 . hi 

Method BLASTX 

NCBI GI g2271477 

BLAST score 351 

E value 3.0e-33 

Match length 75 

% identity 91 

NCBI Description (AF009631) AP47/50p [Arabidopsis thaliana] 

Seq. No. 16449 

Contig ID 44964JL . R1040 

5 '-most EST uC-gmf Iminsoy035g06bl 

Method BLASTN 

NCBI GI g3821780 

BLAST score 33 

E value 1.0e-08 

Match length 33 

% identity 58 

NCBI Description Xenopus laevis cDNA clone 27A6-1 

Seq. No. 16450 

Contig ID 44979_1 . R1040 

5 '-most EST LIB3092-014-Q1-K1-B1 

Seq. No. 16451 

Contig ID 44988JL.R1040 

5' -most EST ssr700560158 . hi 

Method BLASTX 

NCBI GI g4572671 

BLAST score 1250 

E value 1.0e-138 

Match length 313 

% identity 7 9 

NCBI Description (AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 

Seq. No. 16452 

Contig ID 44 990_1 . R1040 

5 '-most EST j C-gmle01810058el2al 

Seq. No. 16453 

Contig ID 44992_1 .R1040 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB3092-013-Q1-K1-G2 

BLASTX 

g2494116 

764 

2.0e-81 

165 
84 

(AC002376) 
(gb_D90915) 



Similar to Synechocystis hypothetical protein 
. [Arabidopsis thaliana] 



16454 

44996_1.R1040 

fde700873341.hl 

BLASTX 

g3183421 

205 

7.0e-16 

130 
38 

HYPOTHETICAL PROTEIN MJ1541 >gi_2129138_pir D64492 

N-ethylammeline chlorohydrolase homolog - Methanococcus 
jannaschii >gi_1592173 (U67595) N-ethylammeline ^ 
chlorohydrolase (trzA) [Methanococcus jannaschii] 

16455 

45004_1.R1040 
LIB3092-013-Q1-K1-H3 

16456 

45004_2.R1040 
zzp700832894.hl 

16457 

45006JL.R1040 
xpa700793178.hl 

16458 

45007_1.R1040 

wvk700682072.hl 

BLASTX 

g2494280 

248 

5.0e-21 

84 

58 

ELONGATION FACTOR TS (EF-TS) >gi_1653231_dbj_BAA1814 6_ 
(D90912) elongation factor TS [Synechocystis sp.] 

16459 

45007_2.R1040 

taw700656251.hl 

BLASTX 

g2494280 

186 

1.0e-13 

58 

62 
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NCBI Description ELONGATION FACTOR TS (EF-TS) >gi_1653231_db j_BAA1814 6_ 
(D90912) elongation factor TS [Synechocystis sp.] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16460 

45015_1.R1040 
jC-gmro02910011fl2al 

16461 

45030_1.R1040 

jC-gmle01810020elOal 

BLASTX 

g2191152 

325 

8.0e-30 
187 
43 

(AF007269) 
thaliana] 



A IG002N01.31 gene product [Arafoidopsis 



Seq. No. 
Contig ID 
5 ' -most EST 



16462 

45035_1.R1040 
LIB3092-013-Q1-K1-C9 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



16463 

45035_2.R1040 
uC-gmrominsoy244g!2bl 

16464 

45045_1.R1040 

kll701205124.hl 

BLASTX 

g4510424 

205 

4.0e-23 

87 

74 

(AC006929) putative carboxypeptidase [Arabidopsis thaliana] 
16465 

45045_2.R1040 
asn701137770.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 



16466 

45055JL.R1040 

bth700845078.hl 

BLASTX 

g927575 

735 

5.0e-78 

188 

71 

(U12926) alpha galactosidase [Glycine max] 
16467 

45063_1.R1040 

pxt700945283.hl 

BLASTX 
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# 



NCBI GI 


g3269295 


BLAST score 


217 


E value 




Match lengtn 


Ol 


% identity 


64 


NCBI Description 


(AL030978) putative protein [Arabidopsis thaliana] 


Seq. No. 


lo4oo 


Contig ID 


4 0U/U 1 .K1U4U 


o -most hoi 


1 an7 0Tl A £Q£7 hi 

leu / u J- 1 4 oyo / .iij. 


Seq* No. 


1 04i O:? 


Oontig iu 


y)cn7Q 1 Pi 040 


0 —ItlOSI. HjO I 


T TR^0^9-01 9-01 -K1-D6 


Method 




NCBI GI 


g2245124 


BLAST score 


220 


E value 


o • ue xo 


Match lengtn 


OZ 


% identity 


57 


NCBI Description 


(Z97343) protein kinase [Arabidopsis thaliana] 


Seq. No. 


lo4 / U 


Contig ID 


yi cmQ 0 DIOjIO 

40U / y Z . K1U4U 


5 '-most EST 


lilooljy "UUj~rl JN1 DlZ 


Seq. No. 


lo4 / 1 


Contig ID 


4ollo 1.K1U4U 


5 -most EST 




Method 


BLASTX 


NCBI GI 


_ji i m Ton 

g4iyi / ou 


BLAST score 


262 


E value 


2.0e-22 


Match lengtn 


yo 


% identity 


A Q 

4 y 


NCBI Description 


(AC005917) putative cytokinin oxidase [Arabidopsi; 




thaliana] 


Seq. No. 


1D4 /Z 


Contig ID 


45132 1.R1040 


5 '-most EST 


LIB3092-011-Q1-K1-F7 


Seq. No. 


1 £.A 1 1 


Contig ID 


45142 1.R1040 


5' -most EST 


LIB3092-011-Q1-K1-C6 


Seq. No. 


lo4 / 4 


Contig ID 


4010D 1.K1U4U 


5 ' -most EST 


LiBJuyo-u4z—yi-ivi-iJo 


Seq. No. 


1d4 / O 


Contig ID 


4ol /Z 1.K1U4U 


5' -most EST 


jC-gmfl02220063b02al 


Method 


BLASTX 


NCBI GI 


g2501572 


BLAST score 


154 


E value 


6.0e-ll 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



71 
56 

LATE EMBRYOGENES I S ABUNDANT PROTEIN EMB8 >gi_1350545 
(L47118) EMB8 gene product [Picea glauca] 

16476 

45174_1.R1040 

pcp700994186.hl 

BLASTX 

g3738324 

609 

6.0e-63 

240 

47 

(AC005170) GMP synthase-like protein [Arabidopsis thaliana] 
16477 

45174_2.R1040 

LIB3139-102-P1-N1-F3 

BLASTX 

g3738324 

291 

5.0e-26 

101 

51 

(AC005170) GMP synthase-like protein [Arabidopsis thaliana] 
16478 

45186JL.R1040 

uC-gmropic035e08bl 

BLASTX 

g3075398 

420 

5.0e-41 

134 

59 

(AC004484) unknown protein [Arabidopsis thaliana] 
16479 

45186_2.R1040 

zzp700835476.hl 

BLASTX 

g3688186 

151 

9.0e-10 

56 

55 

(AL031804) putative protein [Arabidopsis thaliana] 
16480 

45186_3.R1040 
jC-gmro02 910005e!2al 

16481 

45194_1.R1040 

kll701207379.hl 

BLASTX 



2729 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



g2341039 
372 

2.0e-35 

146 

52 

(AC000104) Similar to Nicotiana lesion-inducing ORF 
(gb_U66269) . [Arabidopsis thaliana] 

16482 

45194_2.R1040 

uaw700661795.hl 

BLASTX 

g2341039 

269 

1.0e-23 

81 

65 

(AC000104) Similar to Nicotiana lesion-inducing ORF 
(gb_U66269) . [Arabidopsis thaliana] 

16483 

45199JL.R1040 
bth700844887.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 



16484 

45204JL.R1040 

wvk700685732.hl 

BLASTX 

gl084374 

306 

6.0e-28 

126 

55 

histone-lysine N-methyltransf erase (EC 2.1.1.43) large 
chain N-methyltransf erase - garden pea >gi_508551 (L34291) 
ribulose-1,5 bisphosphate carboxylase large subunit 
N-methyltransf erase [Pisum sativum] 

16485 

45223JL.R1040 

zzp700834659.hl 

BLASTX 

g500734 

744 

2.0e-78 

398 

34 

(U10414) similar to ATP-binding transport protein family 
(ABC transporters) [Caenorhabditis elegans] 

16486 

45228_1.R1040 

LIB3092-008-Q1-K1-H6 

BLASTX 

g3482917 

348 

1.0e-32 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171 
51 

(AC003970) Similar to Glucose-6-phosphate dehydrogenases, 
gi_2276344, gi_2829880, gi_2352919 and others. [Arabidopsis 
thaliana] 

16487 

45228_2.R1040 
kmv700740931.hl 

16488 

45248__1.R1040 

uC-gmrominsoy226bl2bl 

BLASTX 

g3894393 

316 

1.0e-28 

233 
5 

(AF053998) Hcr2-5D [Lycopersicon esculentum] 
16489 

45251_1.R1040 

LIB3092-008-Q1-K1-F9 

BLASTX 

g2842757 

250 

3.0e-21 

149 

43 

LIGHT- INDUCIBLE PROTEIN CPRF-2 >gi_1806261_emb_CAA41453_ 
(X58577) DNA-binding protein; bZIP type [Petroselinum 
crispum] 

16490 

45256_1.R1040 

LIB3092-008-Q1-K1-G3- 

BLASTX 

g2708752 

427 

8.0e-42 

146 

65 

(AC003952) putative histidine kinase [Arabidopsis thaliana] 
16491 

45292_1.R1040 

uC-gmrominsoy299c02bl 

BLASTX 

g3414809 

192 

4.0e-14 

148 

4 

(AF061529) rjs [Mus musculus] 



Seq. No. 



16492 
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Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45295_1.R1040 

bth700848529.hl 

BLASTX 

g4063751 

208 

2.0e-16 

124 
31 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409_gb_AAD214 95.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



16493 

45298_1.R1040 
uC-gmflminsoy065hl0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16494 

45311_1.R1040 

sat701009254.hl 

BLASTX 

gl922242 

194 

1.0e-14 

71 
52 

(Y10084) hypothetical protein [Arabidopsis thaliana] 
16495 

45314_1.R1040 

LIB3092-007-Q1-K1-G12 

BLASTX 

gl353114 

165 

2.0e-ll 

101 

18 

HYPOTHETICAL 84.7 KD PROTEIN ZK1098.1 IN CHROMOSOME III 
>gi_3881493_emb_CAA80142_ (Z22176) similar to WW/rsp5/WWP 
domain containing proteins (2 domains); cDNA EST 
EMBL:D68819 comes from this gene; cDNA EST EMBL:D76048 
comes from this gene; cDNA EST yk205d6.3 comes from this 
gene; cDNA EST yk205d6.5 comes fro 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16496 

45315_1.R1040 

LIB3092-007-Q1-K1-G2 

BLASTX 

g3608138 

193 

1.0e-14 

71 
54 

(AC005314) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



16497 

45325_1.R1040 
LIB3138-034-Q1-N1-A10 



2732 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16498 

45325_2.R1040 

kmv700739194.hl 

BLASTX 

g3935168 

779 

1.0e-82 

275 

59 

(AC004557) F17L21.11 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



16499 

45325_3.R1040 
jC-gmfl02220073h01dl 



Seq. No. 
Contig ID 
5 T -most EST 



16500 

45330_1.R1040 
LIB3092-007-Q1-K1-E4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16501 

45334JL.R1040 

epx701109535.hl 

BLASTX 

gl350548 

279 

8.0e-25 

89 

60 

(L47609) heat shock-like protein [Picea glauca] 



Seq. No. 
Contig ID 
5 '-most EST 



16502 

45337_1.R1040 
pmv700891902.hl 



Seq. No. 
Contig ID 
5 '-most EST 



16503 

45347JL.R1040 
leu701144496.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16504 

45349J..R1040 

LIB3092-007-Q1-K1-C2 

BLASTX 

g3746069 

155 

5.0e-10 

92 

36 

(AC005311) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



16505 

45354J..R1040 
LIB3092-007-Q1-K1-D6 



Seq. No. 

Contig ID 



16506 

45362 1.R1040 



2733 



5' -most EST 



LIB3092-007-Q1-K1-A12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16507 

45366JL.R1040 

LIB3106-022-Q1-K1-B6 

BLASTX 

g3549667 

629 

1.0e-80 

267 
60 

(AL031394) Arabidopsis dynamin-like protein ADL2 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 ' -most EST 



16508 

45373_1.R1040 
LIB3092-007-Q1-K1-B4 



Seq. No. 
Contig ID 
5' -most EST 



16509 

45405J..R1040 
zsg701124607.hl 



Seq. No. 
Contig ID 
5' -most EST 



16510 

45405_2.R1040 

uC-gmf Iminsoy024c05bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16511 

45427JL.R1040 

uC-gmropic031f08bl 

BLASTN 

g2062691 

34 

2.0e-09 

34 

62 

Human sodium phosphate transporter (NPT4) mRNA, complete 
cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16512 

45429JL.R1040 

LIB3092-005-Q1-K1-G7 

BLASTX 

g4467359 

346 

1.0e-32 
158 
50 

(AJ002685) 
thaliana] 



Phosphatidylinositol 4-kinase [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



16513 

45434JL.R1040 
zsg701129787.hl 



Seq. No. 
Contig ID 
5 '-most EST 



16514 

45435JL.R1040 
eep700864532.hl 



2734 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g3876231 

225 

3.0e-18 

93 
47 

(Z50044) cDNA EST yk400h8.3 comes from this gene; cDNA EST 
yk400h8.5 comes from this gene [Caenorhabditis elegans] 

16515 

45435_2.Ri040 

g5509646 

BLASTX 

g3283893 

156 

2.0e-10 

56 
59 

(AF070626) unknown [Homo sapiens] 
16516 

45448_1.R1040 
uC-gmronoirOlOaOlbl 

16517 

45462_1.R1040 

LIB3092-005-Q1-K1-D4 

BLASTX 

g3127137 

232 

3.0e-19 

136 

38 

(AF061021) actin [Spirogyra sp. SVCK-253] 
16518 

45463JL.R1040 
LIB3092-005-Q1-K1-A1 

16519 

45468_1.R1040 

LIB3138-048-Q1-N1-G4 

BLASTX 

g2654868 

441 

2.0e-55 

150 

79 

(AF015301) RbohApl08 [Arabidopsis thaliana] 
16520 

45474_1.R1040 

LIB3092-005-Q1-K1-C4 

BLASTX 

gl762144 

172 

3.0e-12 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



105 
40 



(U48435) putative cytochrome P450 [Solanum chacoense] 



16521 

45476JL.R1040 

LIB3092-005-Q1-K1-C8 

BLASTX 

g2618704 



BLAST score 


0 / 0 


E value 


3 . 0e-95 


Match length 


250 


% identity 


70 


NCBI Description 


(ACOOzolU) putative tnioreaoxin reauotdbe 




thaliana] 


Seq. No. 


16522 


Contig ID 


45483 1.R1U4U 


5 '-most EST 


LIB3092-004-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4boy 3bi 


BLAST score 


146 


E value 


4.0e-09 


Match length 


86 


% identity 


43 


NCBI Description 


(AC006585) hypothetical protein [Arabidop 


Seq. No. 


16523 


Contig ID 


45503 1.R1040 


5 '-most EST 


has700548108.hl 


Method 


BLASTX 


NCBI GI 


g3193292 


BLAST score 


1226 


E value 


1.0e-135 


Match length 


287 


% identity 


85 


NCBI Description 


(AF069298) similar to ATPases associated 


cellular activites (Pfam: AAA.hmm, score: 




[Arabidopsis thaliana] 


Seq. No. 


16524 


Contig ID 


>l C C AO 1 T"> 1 f\ A ft 

45508 1.R1U4U 


5 -most EST 


t TmnQO-nnyi- ni — pti — fR 
LiDjuyz uu*i yi rvi ro 


Seq. No. 


16525 


Contig ID 


45514 1.R1040 


5' -most EST 


LIB3092-004-Q1-K1-B12 


Seq. No. 


16526 


Contig ID 


45523 1.R1040 


S'-most EST 


LIB3092-004-Q1-K1-D8 


Method 


BLASTN 


NCBI GI 


g2511532 


BLAST score 


118 


E value 


2.0e-59 


Match length 


278 


% identity 


86 



230.91) 



2736 



NCBI Description Eleusine indica alpha-tubulin 2 (TUA2 ) mRNA, complete cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



16527 

45535JL.R1040 

LIB3092-004-Q1-K1-B8 

BLASTX 

g3063694 

236 

1.0e-19 

86 
62 

(AL022537) putative protein [Arabidopsis thaliana] 
16528 

45545_1.R1040 

leu701148747.hl 

BLASTN 

g2827075 

468 

0.0e+00 

756 

90 

Medicago sativa chloroplast malate dehydrogenase precursor 
(plmdh) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

16529 

45545_2.R1040 

hrw701061102.hl 

BLASTN 

g2827075 

85 

5.0e-40 

220 

85 

Medicago sativa chloroplast malate dehydrogenase precursor 
(plmdh) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

16530 

45545_3.R1040 

fde700873423.hl 

BLASTN 

gl69090 

67 

4.0e-29 

123 

89 

Pea glyceraldehyde-3-phosphate dehydrogenase (GapCl) mRNA, 
complete cds 

16531 

45545_4.R1040 
wrg700789619.h2 

16532 

45548 1.R1040 



2737 



5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3092-003-Q1-K1-F9 

BLASTX 

g2781348 

489 

2.0e-85 
328 
55 

(AC003113) 



F2401.4 [Arabidopsis thaliana] 



16533 

45550_1.R1040 

jC-gmfl02220090e05al 

BLASTX 

g445113 

568 

2.0e-58 

157 

66 

acid phosphatase 1 [Lycopersicon esculentum] 
16534 

45550_2. R1040 

g4313842 

BLASTX 

gl30718 

224 

3.0e-35 

102 

75 

ACID PHOSPHATASE PRECURSOR 1 >gi_170370 (M83211) acid 
phosphatase type 1 [Lycopersicon esculentum] >gi_170372 
(M67474) acid phosphatase type 5 [Lycopersicon esculentum] 

>gi_445121_prf 1908427A acid phosphatase 1 [Lycopersicon 

esculentum] 



Seq. No. 
Contig ID 
5 '-most EST 



16535 

45550^3. R1040 
LIB3092-003-Q1-K1-G12 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16536 

45573_1.R1040 

LIB3092-003-Q1-K1-B6 

BLASTX 

g4567263 

492 

1.0e-49 
150 
68 

(AC006841) 
thaliana] 



putative cell division inhibitor [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



16537 

45579JL.R1040 
LIB3107-064-Q1-K1-C10 

16538 

45579 2.R1040 
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0 IUUST-. HjD 1 


rra700996308 hi 


C C /^T "NTi^ 

oecj • inu ■ 


16539 




45585 1 R1040 


5 ' -most EST 


LIB3092-003-Q1-K1-A9 


l v lfci LI1UU. 


BLASTX 


NCBI GI 


gl617274 


BLAST score 


1056 




1.0e-115 




242 


% identity 


80 


NCBI Description 


(Z72152) AMP-binding protein 


OCtj. IN t/ . 


16540 


Contig ID 


45588 1.R1040 


5' -most EST 


LIB3092-003-Q1-K1-B11 


DcCJ. 1NO . 






45597 1 R1040 


o —most _oi 


T TR^OO^-On^-DI -K1 — F? 

IllDJv J- W •*• I\ J. i- t. 


0 e q • in 0 . 


1 654? 

-L U J *± Z. 


uonuig iu 


4 561 1 1 R1 040 




epx7 oTl 0 6 8 7 3 . hi 




RT.A9TX 


NCBI GI 


g2191152 


BLAST score 


614 


E value 


8.0e-64 


Match length 


235 


% identity 


57 


NCBI Description 


(AF007269) A IG002N01.31 gene 



thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16543 

45611_2.R1040 

LIB3106-076-Q1-K1-D11 

BLASTX 

g2191152 

146 

3.0e-10 

88 
30 

(AF007269) 
thaliana] 



A IG002N01.31 gene product [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16544 

45621_1.R1040 

LIB3092-002-Q1-K1-D9 

BLASTX 

g3319884 

442 

1.0e-43 

221 

33 

(AJ224306) PRT1 [Arabidopsis thaliana] 

>gi_3319886_emb_CAA11892_ (AJ224307) PRT1 [Arabidopsis 
thaliana] 



2739 



Seq. No. 


1 (Z C A C 

1034 0 


Contig 1JJ 


A R£^9 1 Rl fldO 


r f +- T7 QT 1 
O -mOSt £jOl 


«5^-i-7nTnn4i 1 1 hi 

Od L / UlwUll 11. . 11-L 


Method 


BLASTX 


NCBI GI 


g3297815 


HLAoi score 


^Q9 


E value 


o . ue-jo 


Match length 


104 


% identity 




NCBI Description 


( AJjU J l U .jZ y putative pxULtSJ-ll 


Seq. No. 


l004 O 


Contig id 


400-3-7 ±.I\±UfiU 


IT T „ „ J_ T-i c m 

5 -most EST 


Kii /uiiUjzzo .ni 


Method 


BLASTX 


NCBI GI 


g4580513 


BLAST score 


A Q9 

4 


E value 


3 . Oe-oo 


Match length 




% identity 


/3 


NCBI Description 


\J\n UjDjUU ) SCalcLIOW J--LJvc X 


Seq. No. 


loo4 / 


Contig ID 


40o4o 1.K1U4U 


5' -most EST 


uC-gmropicU 1 yaU yol 


Method 


BLASTX 


NCBI GI 


g2062169 


BLAST score 


920 


E value 


z . ue-yy 


Match length 




% identity 


36 


NCBI Description 


(AC001645) ABC transporter 




thaliana] 


Seq. No. 


16548 


Contig ID 


45662_1.R1040 


IT f _ J_ rinm 

5 -most EST 


zzp /uuojjjiu .ni 


Seq. No. 


ioo4y 


Contig ID 


45663 1.R1U40 


5 -most EST 


LiDjuyz uui i\i 


Seq. No. 


16550 


Contig ID 


4DO/0 l.KXUfiU 


i— i ^ j_ T-i r~i en 

5' -most EST 


goo4Z4lo 


Method 


BLASTX 


NCBI GI 


g3947690 


BLAST score 


b 1 b 


E value 


3. Oe-77 


Match length 


397 


% identity 


43 


NCBI Description 


(AJ131245) Sec24B protein [ 


Seq. No. 


16551 


Contig ID 


45695 1.R1040 


5' -most EST 


LIB3092-001-Q1-K1-A2 



[Arabidopsis thaliana] 



2740 



€1 



jyiernoa 


J3i_iriO 1 A 


NCBI GI 


gl652704 


BLAST score 


193 


E value 




iyiat.cn lengun 


PIP 
0 o 


5* t t"* "4™ T ^~ ^ T 

s luGntiuy 


Al 


NCBI Description 




beq. no. 


i ^r t;o 


Contig ID 


4 3 l UO 1 . Kl U^U 


C 1 _ „ j- tt QT 
0 IUO bt Hj O 1 


nr-rrmrnni r- 0 0 4 "hi 


Method. 


Dlirio 1 A 


NCBI GI 


g3668086 


BLAST score 


333 


il vaiue 


o . ue o i 


Match length 




% identity 


D f 


NCBI Description 


^i\k^UU4O0/ J UnKnOWIl prOLclU l_rti.ciJJXU.upo J- o Liiaiiaua 


Seq. No. 




Contig ID 


4 D / Uo ^ . Kl U 4 U 




gsv / uiuou^t jo . 


Method 


Olx/ib J. A 


NCBI GI 


g3668086 


BLAST score 


223 


E value 


4 . ue— la 


Match length 


59 


% identity 


71 


NCBI Description 


(AC004 667) unknown protein [Arabidopsis thaliana 


Seq. No. 


16554 


Contig ID 


4b /lo 1 . K1U4 U 


5 -most EST 


T tdoaqo m "3 /"M T^l 

LIBoUyz-Ul J-yi-J\l-A4 


Seq. No. 


IOjjj 


Contig ID 


40/^j 1.K1U4U 


0 IUOST- HjO 1 


T TR? 0 09-09 9-01 -Kl -FH 
jj±i50U-/i u^_? xvx nj 


Method 


DT 7\C rpXT 


NCBI GI 


g532289 


BLAST score 


48 


E value 


o . ue— io 


Match length 




% identity 


88 


NCBI Description 


Soybean mRNA for late nodulin, complete cds 


beq. no. 


1 DOO O 


Contig ID 


45724 1.R1040 


5 '-most EST 


LIB3092-033-Q1-K1-G9 


Seq. No. 


looo / 


Loncig iu 


4 S7 ^4 1 R1 040 


5' -most EST 


LIB3092-053-Q1-K1-E1 


Seq. No. 


16558 


Contig ID 


45738 1.R1040 


5' -most EST 


zsg701125417.hl 



2741 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16559 

45739_1.R1040 
nsy700645550.hl 

16560 

45781_1.R1040 

LIB3092-016-Q1-K1-H4 

BLASTX 

g3242708 

1114 

1.0e-122 

321 

68 

(AC003040) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

16561 

45781^2. R1040 

uC-gmrominsoy319d04bl 

BLASTX 

g3242708 

538 

1.0e-54 

180 
64 

(AC003040) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

16562 

45792_1.R1040 

dpv701097902.hl 

BLASTN 

g3985957 

41 

3.0e-13 

163 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MYN8, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



16563 

45793JL.R1040 

LIB3092-019-Q1-K1-F7 

BLASTX 

g4468817 

588 

5.0e-61 
147 

46 

(AL035601) putative protein [Arabidopsis thaliana] 
16564 

45797_1.R1040 
LIB3092-022-Q1-K1-G7 



Seq. No. 
Contig ID 



16565 

45811 1.R1040 
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# 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



LIB3092-033-Q1-K1-G5 

BLASTX 

g4490341 

373 

3.0e-37 
193 
48 

(AL035656) 



putative protein [Arabidopsis thaliana] 



16566 

45820_1.R1040 
uC-gmflminsoy079e08bl 

16567 

45823_1.R1040 

jC-gmst02400051g03al 

BLASTX 

g3047114 

445 

5.0e-44 

139 

64 

(AF058919) No definition line found [Arabidopsis thaliana] 
16568 

45836^1. R1040 
LIB3092-046-Q1-K1-C7 

16569 

45837_1. R1040 
jC-gmro02910013bl2dl 

16570 

45841JL.R1040 

rca700996979.hl 

BLASTX 

g4220472 

658 

5.0e-69 

142 

91 

(AC006069) similar to yeast cccl protein [Arabidopsis 
thaliana] 

16571 

45844JL.R1040 
LIB3170-020-Q1-K1-A10 

16572 

45847_1.R1040 
LIB3093-045-Q1-K1-E5 

16573 

45881_1.R1040 
jC-gmf 10222008 6allal 
BLASTX 
g3135257 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



246 

2.0e-20 

295 

31 

(AC003058) unknown protein [Arabidopsis thaliana] 
16574 

45895JL.R1040 
taw700655641.hl 

16575 

45896JL.R1040 

taw700660537.hl 

BLASTX 

gll9640 

124 

4.0e-15 

72 

61 

1 -AMI NOCYCLOPRO PANE- 1 -CARBOXYLATE OXIDASE HOMOLOG (PROTEIN 

E8) >gi 82109_pir S01642 ripening protein E8 - tomato 

>gi_19199_emb_CAA31789_ (X13437) E8 protein [Lycopersicon 
esculentum] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16576 

45898JL.R1040 
ssr700555352.hl 

16577 

45906JL.R1040 
ncj700978775.hl 

16578 

45917_1.R1040 

LIB3093-058-Q1-K1-E8 

BLASTX 

g2262115 

150 

5.0e-27 

169 

44 

(AC002343) cellulose synthase isolog [Arabidopsis thaliana] 
16579 

45919JL.R1040 

zhf700962291.hl 

BLASTX 

gl519680 

143 

1.0e-08 
128 

(U67953) contains similarity to C3HC4-class zinc fxnger 
(PS:PS00518) [Caenorhabditis elegans] 



Seq. No. 
Contig ID 



16580 

45939 1.R1040 
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5' -most EST 



# 



uC-gmronoir060h08bl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



16581 

45950_1.R1040 

gsv701053117.hl 

BLASTX 

g4240207 

202 

2.0e-15 

145 

37 

(AB020666) KIAA0859 protein [Homo sapiens] 
16582 

45960JL.R1040 
dpv701097635.hl 

16583 

45974JL.R1040 

LIB3093-057-Q1-K1-F3 

BLASTX 

g2462732 

210 

2.0e-16 

56 
68 

(AC002292) Hypothetical Protein [Arabidopsis thaliana] 
16584 

45976_1.R1040 

kmv700742036.hl 

BLASTX 

g2213590 

444 

8.0e-44 

232 

41 

(AC000348) T7N9.10 [Arabidopsis thaliana] 
16585 

45977JL.R1040 
jC-gmf!02220050d07al 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16586 

46021JL.R1040 
uC-gmropic019h01bl 

16587 

46022_1.R1040 

jC-gmle01810078bl2dl 

BLASTX 

g!705930 

465 

4.0e-46 

133 

70 

ATP-DEPENDENT CLP PROTEASE PROTEOLYTIC SUBUNIT 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



( ENDOPE PT I DASE CLP 1) >gi_100134 9_dbj_BAA10836_ (D64006) 
ATP-dependent protease ClpP [Synechocystis sp.] 

16588 

46027_1.R1040 
jC-gmfl02220069gl0al 

16589 

46032JL.R1040 

vzy700750617.hl 

BLASTX 

g320585 

911 

2.0e-98 

217 

74 

polygalacturonase (EC 3.2.1.15) 1 beta chain precursor - 
tomato >gi_170480 (M98466) polygalacturonase isoenzyme 1 
beta subunit [Lycopersicon esculentum] >gi__17 6258 6 (U63374) 
polygalacturonase isoenzyme 1 beta subunit [Lycopersicon 
esculentum] 



Seq. No. 


16590 


Contig ID 


46043 1.R1040 


5 '-most EST 


vwf700675417.hl 


Seq. No. 


16591 


L-oncig ijj 




5 '-most EST 


uC~gmflminsoy016f 07bl 


Seq. No. 


16592 


Contig ID 


46045 1.R1040 


5' -most EST 


epx701103981.hl 


Method 


BLASTX 


NCBI GI 


g3212859 


BLAST score 


184 


E value 


1.0e-21 


Match length 


87 


% identity 


62 


NCBI Description 


(AC004005) hypothetical 


Seq. No. 


16593 


Contig ID 


46059 1.R1040 


5' -most EST 


LIB3093-056-Q1-K1-E6 


Seq. No. 


16594 


Contig ID 


46067 1.R1040 


5 '-most EST 


2DC-02-Q1-B1-B5 


Method 


BLASTX 


NCBI GI 


g3608142 


BLAST score 


177 


E value 


8.0e-13 


Match length 


118 


% identity 


38 


NCBI Description 


(AC005314) putative hinl 


Seq. No. 


16595 
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Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



46070_1.R1040 
fua701042374.hl 

16596 

46070_2.R1040 
jC-gmst02400011f09al 

16597 

46070_4.R1040 
jex700903573.hl 

16598 

46074_1.R1040 

LIB3093-056-Q1-K1-C4 

BLASTX 

g4539333 

318 

2.0e-29 

111 

56 

(AL035539) putative amino acid transport protein 
[Arabidopsis thaliana] 

16599 

46078JL.R1040 

pmv700889181.hl 

BLASTX 

g3763916 

686 

4.0e-72 

260 

53 

(AC004450) unknown protein [Arabidopsis thaliana] 
>gi_4531439_gb_AAD22124.1_AC006224jS (AC006224) unknown 
protein [Arabidopsis thaliana] 

16600 

46078_2.R1040 
txt700737563.hl 

16601 

46078_5.R1040 
awf700838952.hl 

16602 

46081JL.R1040 

hrw701062892.hl 

BLASTX 

gl354510 

223 

5.0e-18 

83 
60 

(U55205) HAL2-like protein [Arabidopsis thaliana] 
16603 

46082 1.R1040 
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# 



5' -most EST 


LIB3093-053-Q1-K1-H4 


Seq. No. 


16604 


Contig ID 


46096 1.R1040 


5' -most EST 


sat701002922.hl 


Seq, No. 


16605 


Contig ID 


46101 1.R1040 


5 T -most EST 


kll701208881.hl 


Method 


BLASTX 


NCBI GI 


g4558556 


BLAST score 


402 


E value 


6.0e-39 


Match length 


210 


% identity 


31 


NCBI Description 


(AC007138) predicted protein of unknown function 




[Arabidopsis thaliana] 


Seq, No. 


16606 


Contig ID 


46102_1.R1040 


5 f -most EST 


uC~gmflminsoy057b04bl 


Method 


BLASTX 


NCBI GI 


g3355477 




1056 


E value 


1.0e-115 


Match length 


238 


% identity 


43 




( ACOCiA'?'] R\ nnta1"i vp P-rrl vrnnrofp] n . ncral f ArabidoDsis 




thaliana] 


Seq. No. 


16607 


Contig ID 


46108 1.R1040 


5" -most EST 


uaw700666147.hl 


Seq. No. 


16608 


Contig ID 


46113 1.R1040 


5' -most EST 


LIB3138-011-Q1-N2-F1 


Method 


BLASTX 


NCBI GI 


al72945 


BLAST score 


218 


E value 


1.0e-17 


Match length 


128 


% identity 


38 


NCBI Description 


(J03964) Phe-RNA synthetase [Saccharomyces cerevisiae 


Seq. No. 


16609 


Contig ID 


46113 2.R1040 


5' -mo st EST 


LIB3093-053-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g4104933 


BLAST score 


558 


E value 


3.0e-57 


Match length 


209 


% identity 


52 


NCBI Description 


(AF042346) putative phenylalanyl-tRNA synthetase 



beta-subunit; PheHB [Homo sapiens] 
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Seq. No. 16610 

Contig ID 4 6114_1 . R1040 

5' -most EST LIB3170-085-Q1-K1-B11 



Seq. No. 16611 

Contig ID 46118_1.R1040 

5' -most EST uC-gmf Iminsoy007h05bl 

Method BLASTX 

NCBI GI g3319682 

BLAST score 2093 

E value 0.0e+00 

Match length 548 

% identity 56 

NCBI Description (Y17720) SPINDLY protein [Petunia x hybrida 

Seq. No. 16612 

Contig ID 4 6124_1 . R1040 

5 ' -most EST LIB3093-053-Q1-K1-C5 

Method BLASTN 

NCBI GI g2055227 

BLAST score 35 

E value 3.0e-10 

Match length 155 

% identity 88 

NCBI Description Glycine max mRNA for SRC1, complete cds 



Seq. No. 


16613 


Contig ID 


46126 1.R1040 


5 '-most EST 


ncj700981719.hl 


Method 


BLASTX 


NCBI GI 


g3047104 


BLAST score 


350 


E value 


4.0e-33 


Match length 


101 


% identity 


69 


NCBI Description 


(AF058919) No definition 


Seq. No. 


16614 


Contig ID 


46129 1.R1040 


5 '-most EST 


LIB3093-053-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl016270 


BLAST score 


432 


E value 


1.0e-42 


Match length 


130 


% identity 


67 


NCBI Description 


(U35123) p-glycoprotein 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



16615 

46131_1.R1040 

LIB3093-053-Q1-K1-D12 

BLASTX 

g4039155 

455 

2.0e-45 

132 
61 
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NCBI Description 



(AF104258) putative copper-inducible 35.6 kDa protein 
[Festuca rubra] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16616 

46134JL.R1040 

uC-gmrominsoyO 4 Ogl Obi 

BLASTX 

g266410 

190 

3.0e-14 

83 

67 

CDC2+/CDC2 8 -RELATED PROTEIN KINASE R2 >gi__82507_pir S13934 

protein kinase (EC 2.7.1.37) chain cdc2/cdc28 homolog - 
rice >gi_20194_emb_CAA41172_ (X58194) cdc2+/CDC28-related 
protein kinase [Oryza sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16617 

46142JL.R1040 

uC-gmropic091h08bl 

BLASTX 

g3297819 

1431 

1.0e-159 

286 

93 

(AL031032) protein kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



16618 

46155JL.R1040 
pxt700943439.hl 



Seq. No. 
Contig ID 
5' -most EST 



16619 

46160_1.R1040 
LIB3093-052-Q1-K1-H3 



Seq. No. 
Contig ID 
5' -most EST 



16620 

46166_1.R1040 
uC-gmropic091a09bl 



Seq. No. 
Contig ID 
5' -most EST 



16621 

46166_2.R1040 
gsv701055871.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16622 

46174_1.R1040 

jC-gmst02400073h03al 

BLASTX 

gl854581 

1019 

l.Oe-lll 

296 

65 

(L24120) peroxidase precursor [Linum usitatissimum] 



Seq. No, 



16623 
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Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46175_1.R1040 
rlr700899173.hl 

16624 

46181_1.R1040 

jC-gmfl02220050h06al 

BLASTX 

g3885341 

1006 

1.0e-109 

243 

72 

(AC005623) unknown protein [Arabidopsis thaliana] 
16625 

46183_1.R1040 

uC-gmflminsoy058d02bl 

BLASTX 

g3249109 

143 

3.0e-17 

60 
77 

(AC003114) 
(SF2) , P33 
gb_T42588 
thaliana] 



Contains similarity to pre-mRNA splicing factor 
subunit gb_M72709 from Homo sapiens. ESTs 
and gb_R65514 come from this gene. [Arabidopsis 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



16626 

46187JL.R1040 

zsg701124380.hl 

BLASTX 

gl644291 

310 

2.0e-28 

126 

51 

(Z73295) receptor-like protein kinase [Catharanthus roseus] 
16627 

46191_1.R1040 

LIB3093-052-Q1-K1-G7 

BLASTX 

g4415926 

363 

4.0e-34 

153 

46 

(AC006282) unknown protein [Arabidopsis thaliana] 
16628 

46196_1.R1040 
LIB3093-052-Q1-K1-C4 



Seq. No. 

Contig ID 
5" -most EST 



16629 

46196_2.R1040 
jC-gmfl02220098c03dl 
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Seq. No. 


luoOU 


Lonuig id 


A £1 Qfi 1 Rl 040 
4O±_70 l.alU*iU 


5 -most Eb 1 


t Tn*3i ^?Q— n a i — Pi —Ml — v ^ 


Method 


BLASTX 


NCBI GI 


g3063451 


BLAST score 


5 11 


E value 


o . ue-jD 


Match length 


142 


% identity 


54 


NCbi Description 


f nrrto ^ Qfi 1 > F99m ^ 1 r Ar^bn Hon<^ i <=; thalianal 


Seq. No. 


16631 


Contig ID 


46204_1.R1040 


C 1 „ _ _ j_ ■porn 

b -most hoi 


zzp / uuo J4 o / z .ni 


Seq. No. 


i f coo 


Contig ID 


4 6208 1.R104 0 


5 1 -most EST 


Jell /uizu^oo.ni 


Seq. No. 


loo33 


Contig ID 


yl CO 1 H 1 PIO/10 
40Z1U 1.K1U4U 


5 '-most EST 


kll7 012100 /o .nl 


Method 


BLASTX 


NCBI GI 


g4538911 


BLAST score 


1 A /* 


E value 


1 A 1 A A 

1 . Oe-140 


Match length 


"D O A 

330 


% identity 


72 


NCBI Description 


/7\Tn/tQ^QO\ hi rr>>/-\-l- h ofi rial v +- d i n PZly^hnH f*MA <3 1 "H H 3 1 1 3 T~l 3 1 
(AliU4:74oZ; nypOTine LlCai piOLclIl [maUlUUpoiD uiia.j.j_a.j.ia. j 


Seq. No. 


i r c i a 
loo J4 


Contig ID 


4oZ14 1.K1U4U 


5' -most EST 


uC-gmrominsoy043ellbl 


Method 


BLASTX 


NCBI GI 


g4510407 


BLAST score 


O "2 "7 

Zo f 


E value 


O Art 1 Ok 

2 . oe-iy 


Match length 


1 AO 

iyz 


% identity 


43 


NCBI Description 


(AL-UUDDo / ) unjcnown prOLclIl L■"- c - ci * JJ -^ l, -'P £, unaxj-aiiaj 


Seq. No. 


16635 


Contig ID 


A CO 1 yt O D 1 O /I 0 
40Z14 Z.K1U4U 


5* -most EST 


uC-gmf Iminsoy053e03bl 


Method 


BLASTX 


NCBI GI 


g4510407 


BLAST score 


1 O A 

189 


E value 


8 . Oe-14 


Match length 


199 


% identity 


44 


NCBI Description 


(AC006587) unknown protein [Arabidopsis thaliana] 


Seq. No. 


16636 


Contig ID 


46217 1.R1040 


5' -most EST 


LIB3093-052-Q1-K1-A12 
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Seq. No. 
Contig ID 
5' -most EST 



16637 

46225JL.R1040 
wvk700684405.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16638 

46235_1.R1G40 

LIB3093-051-Q1-K1-G12 

BLASTX 

g4538939 

278 

2.0e-24 

59 

90 

(AL049483) Col-0 casein kinase I-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



16639 

46235_2.R1040 

sat701002875.hl 

BLASTX 

g4538939 

278 

7.0e-25 

60 

88 

(AL04 9483) Col-0 casein kinase I-like protein [Arabidopsis 
thaliana] 

16640 

46247_1.R1040 

jC-gmro02800029bl0al 

BLASTX 

g3386618 

151 

1.0e-09 

140 

35 

(AC004 665) hypothetical protein [Arabidopsis thaliana] 
16641 

46247_2.R1040 
LIB3093-051-Q1-K1-D12 

16642 

46247J3.R1040 
sat701009105.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16643 

46251JL.R1040 

vzy700755033.hl 

BLASTX 

g3738230 

336 

3.0e-31 

115 
59 

(AB007790) DREB2A [Arabidopsis thaliana] 



2753 



>gi_4126706_dbj_BAA36705_ (AB016570) DREB2A [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16644 

46255_1.R1040 

dpv701101580.hl 

BLASTX 

g4510375 

1278 

1.0e-141 

660 

51 

(AC007017) putative homeotic protein BEL1 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16645 

46255_2.R1040 

uC-gmflminsoy079a01bl 

BLASTX 

g4510375 

178 

1.0e-12 

170 
35 

(AC007017) putative homeotic protein BEL1 [Arabidopsis 
thaliana] 

16646 

46255_3.R1040 
eep700866011.hl 

16647 

46255_4.R1040 

g5753089 

BLASTX 

g4510375 

395 

4.0e-38 

80 

93 

(AC007017) putative homeotic protein BEL1 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



16648 

46259JL.R1040 

LIB3093-042-Q1-K1-F12 

BLASTX 

g81760 

190 

3.0e-14 

103 

41 

auxin-induced protein 
16649 

46283JL.R1040 
LIB3093-050-Q1-K1-H8 



soybean (fragment) 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 ? -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No . 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2245378 

195 

3.0e-15 

101 

46 

(U83245) auxin response factor 1 [Arabidopsis thaliana] 
16650 

46291JL.R1040 
LIB3093-051-Q1-K1-A4 

16651 

46298_1.R1040 

LIB3093-051-Q1-K1-B11 

BLASTX 

g2088651 

416 

7.0e-54 

184 

66 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

16652 

46306JL.R1040 
hyd700729794.hl 

16653 

46309JL.R1040 

LIB3093-050-Q1-K1-F8 

BLASTX 

gll71642 

473 

1.0e-47 

117 

74 

PROBABLE SERINE/THREONINE-PROTEIN KINASE NAK 

>gi_481206_pir S38326 protein kinase - Arabidopsis 

thaliana >gi_166809 (L07248) protein kinase [Arabidopsis 
thaliana] 

16654 

46316JL.R1040 
LIB3093-050-Q1-K1-G9 

16655 

46327J..R1040 

LIB3093-050-Q1-K1-D11 

BLASTX 

gl086252 

544 

2.0e-55 

244 

48 

sucrose cleavage protein - Potato >gi_7 07001_bbs_157 931 
(S74161) sucrolytic enzyme/ f erredoxin homolog [Solanum 



2755 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



tuberosum=potatoes, cv. Cara, leaf, Peptide, 322 aa] 
[Solanum tuberosum] 

16656 

46335_1.R1040 

LIB3093-050-Q1-K1-E12 

BLASTX 

g4263695 

315 

8.0e-29 

212 

5 

(AC006223) putative myosin II heavy chain [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



16657 

46336JL.R1040 
taw700657389.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16658 

46337JL.R1040 

uC-gmropic080e07bl 

BLASTX 

g3298544 

284 

4.0e-25 

69 

68 

(AC004681) unknown protein [Arabidopsis thaliana] 
16659 

46340_1.R1040 

LIB3093-050-Q1-K1-A11 

BLASTX 

g4539330 

871 

6.0e-94 

215 

77 

(AL035679) putative receptor-like protein kinase (fragment) 
[Arabidopsis thaliana] 

16660 

46344JL.R1040 
sat701009536.hl 

16661 

46346_1.R1040 

g5677123 

BLASTX 

g4324597 

889 

9.0e-96 

265 

65 

(AF106324) sodium proton exchanger Nhxl [Arabidopsis 
thaliana] 



2756 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16662 

46347_1.R1040 

zzp700835854.hl 

BLASTX 

g4538928 

190 

4.0e-14 

65 
63 

(AL049483) putative protein [Arabidopsis thaliana] 



Seq< No. 
Contig ID 
5' -most EST 



16663 

46360_1.R1040 
LIB3093-04 9-Q1-K1-F9 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16664 

46378_1.R1040 

LIB3093-049-Q1-K1-D6 

BLASTX 

g4455015 

91 

1.0e-08 

162 
18 

(AF113131) host cell factor homolog LCP [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16665 

46380_1.R1040 

LIB3093-005-Q1-K1-F12 

BLASTX 

g3860325 

655 

1.0e-68 

142 
80 

(AJ012689) ribonuclease T2 



[Cicer arietinum] 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16666 

46383_1.R1040 

LIB3138-001-Q1-N1-D6 

BLASTX 

gll84316 

152 

9.0e-10 

66 
41 

(U45878) inhibitor of apoptosis protein 1 



[Homo sapiens] 



Seq* No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



16667 

46388JL.R1040 

LIB3093-049-Q1-K1-F10 

BLASTX 

g2959767 

432 

9.0e-43 
127 
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% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 



69 

(AJ002584) At MRP 4 [Arabidopsis thaliana] >gi_3738292 
(AC005309) glutathione-conjugate transporter At MRP 4 
[Arabidopsis thaliana] 

16668 

46389JL.R1040 
LIB3093-04 9-Q1-K1-F11 



Seq. No. 
Contig ID 
5 '-most EST 



16669 

46393JLR1040 
LIB3109-048-Q1-K1-F7 



Seq. No. 
Contig ID 
5 7 -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16670 

46396JL.R1040 
epx701108164.hl 

16671 

46402_1.R1040 
zsg701124868.hl 

16672 

46406_1.R1040 

rlr700901382.hl 

BLASTX 

gl853970 

1327 

1.0e-147 

315 

77 

(D88122) CPRD46 protein [Vigna unguiculata] 
16673 

46407_1.R1040 
LIB3093-049-Q1-K1-D10 



16674 

46408_1.R1040 

LIB3093-048-Q1-K1-G5 

BLASTX 

g2102696 

186 

4.0e-14 

100 

41 

(U72761) karyopherin beta 3 
>gi 4504909_ref NP_0022 62. 1_ 



[Homo sapiens] 

pKPNB3_ karyopherin (importin) 



beta 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



16675 

46415JL.R1040 

zhf700951782.hl 

BLASTX 

g2674203 

288 

4.0e-26 
90 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



# 

70 

(AF036328) CLP protease regulatory subumt CLPX 
[Arabidopsis thaliana] 

16676 

46430_1.R1040 

LIB3093-048-Q1-K1-E6 

BLASTX 

g2342683 

898 

5.0e-97 

235 

(AC000106) Contains similarity to Bos beta-mannosidase 
(gb_U46067). [Arabidopsis thaliana] 

16677 

46435_1.R1040 
fC-gmst700653015f4 

16678 

46438_1.R1040 

LIB3093-048-Q1-K1-F7 

BLASTX 

g2160185 

504 

4.0e-51 

152 

58 

(AC000132) Similar to S. pombe ISP4 (gb__D83992) . 
[Arabidopsis thaliana] 

16679 

46439JL.R1040 

zhf 700953968. hi 

BLASTX 

g3738302 

818 

1.0e-87 

263 
63 

(AC005309) tubby-like protein [Arabidopsis thaliana] 

>gi 4249398 (AC006072) putative tubby protein [Arabidopsis 

thaliana] 

16680 

46439_2.R1040 
LIB3107-017-Q1-K1-H5 
BLASTX 
g2829918 
222 

4.0e-24 
99 
58 

(AC002291) similar to "tub" protein gp_U82468_2072162 
[Arabidopsis thaliana] 



2759 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16681 

46446_1.R1040 

LIB3093-048-Q1-K1-D2 

BLASTX 

g3892709 

200 

2.0e-15 

63 
62 

(AL033545) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16682 

46458JL.R1040 

uC-gmrominsoylllbOlbl 

BLASTX 

g4314370 

328 

2.0e-34 

110 

72 

(AC006340) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16683 

46458_2.R1040 

LIB3093-002-Q1-K1-F3 

BLASTX 

g4314370 

305 

7.0e-28 

122 

55 

(AC006340) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



16684 

46459_1.R1040 
LIB3093-047-Q1-K1-H9 



Seq. No. 
Contig ID 
5' -most EST 



16685 

46463JL.R1040 
bth700847557.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16686 

46468JL.R1040 

LIB3093-048-Q1-K1-B3 

BLASTX 

g2760843 

263 

6.0e-23 

115 

48 

(AC003105) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



16687 

46470_1.R1040 

jC-gmle01810085f01al 

BLASTX 

g4204303 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



551 

2.0e-56 

112 
87 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

16688 

46470_2.R1040 

uC-gmronoir052g03bl 

BLASTX 

g3892045 

274 

9.0e-26 

71 

85 

(AC002330) putative zinc finger protein [Arabidopsis 
thaliana] 

16689 

46473_1.R1040 

rlr700895887.hl 

BLASTX 

g3327150 

252 

2.0e-21 

187 

33 

(AB014568) KIAA0668 protein [Homo sapiens] 
16690 

46491__1.R1040 

g5058372 

BLASTX 

g3176662 

182 

2.0e-13 

111 
38 

(AC004393) Similar to mannosyl-oligosaccharide glucosidase 
gb_X87237 from Homo sapiens. [Arabidopsis thaliana] 

16691 

46493_1.R1040 
LIB3093-047-Q1-K1-C8 

16692 

46495_1.R1040 
LIB3093-047-Q1-K1-D12 

16693 

46500_1.R1040 

LIB3093-047-Q1-K1-D6 

BLASTX 

g2498512 

154 

8.0e-10 
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Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



244 

28 , . 

LDLC PROTEIN >gi_1082264_pir A53542 brefeldin A-sensitive 

Golgi protein LDLC - human >gi_575654_emb_CAA84427_ 
(Z34975) IdlCp [Homo sapiens] 

16694 

46527JL.R1040 

wrg700787835.h2 

BLASTX 

g729775 

680 

2.0e-71 

199 

69 

HEAT SHOCK FACTOR PROTEIN HSF8 (HEAT SHOCK TRANSCRIPTION 
FACTOR 8) (HSTF 8) (HEAT STRESS TRANSCRIPTION FACTOR) 

>gi 100264 pir S25481 heat shock transcription factor 8 - 

Peruvian tomato >gi_19492__emb_CAA47869_ (X67600) heat shock 
transcription factor 8 [Lycopersicon peruvianum] 

16695 

46530_1.R1040 

ncj700984702.hl 

BLASTX 

g3033381 

1448 

1.0e-161 

334 
83 

(AC004238) putative UDP-galactose-4-epimerase [Arabxdopsis 
thaliana] 

16696 

46531JL.R1040 

LIB3093-04 6-Q1-K1-H4 

BLASTX 

gll75557 

177 

1.0e-12 

93 
41 

HYPOTHETICAL PROTEIN HI1161 >gi_1073773_pir_A64187 15 kDa 
protein (P15) homolog - Haemophilus influenzae (strain Rd 
KW20) >gi_1574088 (U32796) conserved hypothetical protein 
[Haemophilus influenzae Rd] 

16697 

46535_1.R1040 

uaw700663586.hl 

BLASTX 

g4079639 

430 

8.0e-42 

279 

37 

(AJ131635) beta-galactosidase [psychrophilic bacterium TAE 



2762 



CP 

79] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16698 

46538J..R1040 

LIB3093-047-Q1-K1-A12 

BLASTX 

g2281631 

323 

7.0e-30 

139 

56 

(AF003096) AP2 domain containing protein RAP2.3 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 1 -most EST 



16699 

46540_1.R1040 
epx701107649.hl 



Seq. No. 
Contig ID 
5 '-most EST 



16700 

4 654 0_2. RIO 40 
g5509022 



Seq. No. 
Contig ID 
5' -mo st EST 



16701 

4 654 9_1. RIO 4 0 
hrw701058806.hl 



Seq. No. 
Contig ID 
5' -most EST 



16702 

46549_2.R1040 
bth700844280.hl 



Seq. No. 

Contig ID 
S'-most EST 



16703 

46551_1.R1040 
uaw700661411.hl 



Seq. No. 
Contig ID 
5 '-most EST 



16704 

46554_1.R1040 
zhf700956907.hl 



Seq. No. 
Contig ID 
S'-most EST 



16705 

4 6573 J.. R1040 
LIB3139-003-P1-N1- 



E7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16706 

46584_1.R1040 

uC-gmronoir014d03bl 

BLASTX 

g3928862 

362 

5.0e-34 

304 

33 

(AF089710) disease resistance protein RPP8 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
S'-most EST 



16707 

46598_1.R1040 
jC-gmle01810001h05al 
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Seq. No. 
Contig ID 
5' -most EST 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



16708 

46605_1.R1040 
LIB3093-045-Q1-K1-H5 

16709 

46620_1.R1040 

gsv701047865.hl 

BLASTX 

g2459445 

373 

2.0e-35 

206 

29 

(AC002332) putative ribonucleoprotein [Arabidopsxs 
thaliana] 

16710 

46620_2.R1040 

jC-gmfl02220051f03al 

BLASTX 

g2500574 

385 

7.0e-37 

223 

22 

NUCLEAR POLYADENYLATED RNA-BINDING PROTEIN NAB 4 

>gi 2131274_pir S66820 heterogeneous nuclear 

ribonucleoprotein HRP1 - yeast (Saccharomyces cerevisiae) 
>giJL016290 (U35737) nuclear polyadenylated RNA-binding 
protein [Saccharomyces cerevisiae] 
>giJL420003_emb_CAA99142_ (Z74865) ORF YOL123w 
[Saccharomyces cerevisiae] >gi_1550721_emb_CAA64546_ 
(X95258) RNA binding protein [Saccharomyces cerevisiae] 
>gi_1657691 (U38535) Hrplp [Saccharomyces cerevisiae] 

16711 

46620_4.R1040 

uC-gmronoir016h01bl 

BLASTX 

g2500574 

161 

8.0e-ll 

62 

25 

NUCLEAR POLYADENYLATED RNA-BINDING PROTEIN NAB 4 

>gi_2131274_pir S66820 heterogeneous nuclear 

ribonucleoprotein HRP1 - yeast (Saccharomyces cerevisiae) 
>gi_1016290 (U35737) nuclear polyadenylated RNA-binding 
protein [Saccharomyces cerevisiae] 
>gi_1420003_emb_CAA99142_ (Z74865) ORF YOLl23w 
[Saccharomyces cerevisiae] >gi_1550721_emb_CAA64546_ 
(X95258) RNA binding protein [Saccharomyces cerevisiae] 
>gi_1657691 (U38535) Hrplp [Saccharomyces cerevisiae] 

16712 

46634 1.R1040 



2764 



5' -most EST 



LIB3106-109-Q1-K1-F12 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16713 

46634_3.R1040 
epx701105940.hl 

16714 

46636_1.R1040 

LIB3093-045-Q1-K1-D4 

BLASTN 

g304040 

356 

0.0e+00 

428 

96 

Alnus incana chloroplast 23S ribosomal 
16715 

46639_1.R1040 
LIB3093-045-Q1-K1-D7 



RNA (23S rRNA) gene 



16716 

46640J..R1040 

LIB3093-037-Q1-K1-H6 

BLASTX 

g3738296 

289 

2.0e-25 

170 

36 

(AC005309) hypothetical protein [Arabidopsis thalxana] 
16717 

46640_2.R1040 
LIB3170-082-Q1-K1-G7 

16718 

46654_1.R1040 

LIB3093-045-Q1-K1-B7 

BLASTX 

g3402713 

299 

8.0e-27 

181 

37 

(AC004261) hypothetical protein [Arabidopsis thaliana] 
16719 

46661_1.R1040 

LIB3093-006-Q1-K1-E10 

BLASTX 

gl208497 

259 

8.0e-22 

131 

42 

(D38125) EREBP-4 [Nicotiana tabacum] 
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Seq. No* 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



16720 

46661_2.R1040 
jC-gmro02910038e06al 

16721 

46661_3.R1040 
gsf700698320.hl 

16722 

46670_1.R1040 

uC-gmflminsoy078c06bl 

BLASTX 

gl730771 

412 

2.0e-39 

521 

16 

HYPOTHETICAL 110.9 KD PROTEIN IN SPC98-TOM70 INTERGENIC 

REGION >gi_2132752_pir S63064 probable membrane protein 

YNL123w - yeast (Saccharomyces cerevisiae) 
>gi 1183950 emb_CAA93384_ (Z69382) N1897 [Saccharomyces 
cerevisiae] >gi_1302054_emb_CAA96004_ (Z71399) ORF YNL123w 
[Saccharomyces cerevisiae] 

16723 

46670_2.R1040 
LIB3170-086-Q1-J1-A6 

16724 

46672_1.R1040 
LIB3093-045-Q1-K1-A3 

16725 

46682JL.R1040 

leu701151991.hl 

BLASTX 

g459002 

203 

1.0e-15 

159 

30 

(U00036) R151.6 gene product [Caenorhabditis elegans] 
16726 

46682_2.R1040 

g4305349 

BLASTX 

g459002 

241 

2.0e-20 
136 
36 



NCBI Description (U00036) R151.6 gene product [Caenorhabditis elegans] 



Seq. No. 
Contig ID 



16727 

46685 1.R1040 



2766 



5' -most EST 


jC-gmle01810042e04al 


Method 


BLASTX 


NCBI GI 


g2465923 


BLAST score 


1378 


E value 


1.0e-153 


Match length 


527 


% identity 


54 


NCBI Description 


(AF024648) receptor-like serine/threonine 




[Arabidopsis thaliana] 


Seq. No. 


16728 


Contig ID 


46685 2.R1040 


5' -most EST 


jC-gmro02 910013b09al 


Method 


BLASTX 


NCBI GI 


g2465923 


BLAST score 


186 


E value 


3.0e-16 


Match length 


152 


% identity 


39 


NCBI Description 


(AF024648) receptor-like serine/threonine 




[Arabidopsis thaliana] 


Seq. No. 


16729 


Contig ID 


46690_1.R1040 


5 T -most EST 


uC-gmromins oy2 1 5e 0 6b 1 


Method 


BLASTX 






BLAST score 


360 


E value 


3.0e-34 


Match length 


159 






NCBI Description 


(Z97335) hypothetical protein [Arabidopsis 


Seq. No. 


16730 


Contig ID 


46692 1.R1040 


5' -most EST 


LIB3093-044-Q1-K1-F7 


Seq. No. 


16731 


Contig ID 


46705 1.R1040 


5' -most EST 


ssr700558363.hl 


Method 


BLASTX 


NCBI GI 


nl 091 678 


BLAST score 


271 


E value 


2.0e-23 


Match length 


240 


% identity 


28 


NCBI Description 


activator-like transposable element [Penni 


Seq. No. 


16732 


Contig ID 


46734 1.R1040 


5' -most EST 


fC-gmfl700863687fl 


Method 


BLASTX 


NCBI GI 


g2245136 


BLAST score 


1783 


E value 


0.0e+00 


Match length 


528 


% identity 


62 
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NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(Z97344) trehalose- 6-phosphate synthase homolog 
[Arabidopsis thaliana] 

16733 

46737_1.R1040 
sat701011525.hl 

16734 

46743JL.R1040 
LIB3093-042-Q1-K1-H8 

16735 

46747JL.R1040 

ncj700984996.hl 

BLASTX 

gl28838 

1922 

0.0e+00 

393 

91 

NADH-PLASTOQUINONE OXIDOREDUCTASE 4 9 KD SUBUNIT, 
CHLOROPLAST (ORF 393) >gi_82215_pir_A05216 NADH 
dehydrogenase (ubiquinone) (EC 1.6.5.3) chain 393 - common 
tobacco chloroplast >gi_1223674_emb_CAA77398_ (Z00044) NADH 
dehydrogenase 4 9kD subunit [Nicotiana tabacum] 
>gi_225262_prf 1211235CX ORF 393 [Nicotiana tabacum] 

16736 

46753JL.R1040 

jC-gmle01810088h09dl 

BLASTN 

g9740 

60 

5.0e-25 

116 

88 

Naegleria gruberi mRNA for alpha-tubulin (2) 
16737 

46762_1.R1040 

g5752533 

BLASTX 

g2832643 

545 

9.0e-56 

204 

60 

(AL021710) hypothetical protein [Arabidopsis thaliana] 
16738 

46764_1.R1040 

gsv701055444.hl 

BLASTX 

g2864622 

247 

2.0e-20 
128 
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% identity 42 , t 

NCBI Description (AL021811) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16739 

46764_3.R1040 
kll701205692.hl 

16740 

46773_1.R1040 

uC-gmf lminsoy07 0al2bl 

BLASTX 

g3927830 

169 

8.0e-12 

137 

15 

(AC005727) hypothetical protein [Arabidopsis thaliana] 



16741 

46775_1.R1040 

gsv701054180.hl 

BLASTX 

g2213610 

207 

4.0e-16 

134 

24 

(AC000103) F21J9.4 



[Arabidopsis thaliana] 



16742 

46778JL.R1040 
fC-gmse70007 60534fl 

16743 

46782_1.R1040 

LIB3093-042-Q1-K1-C4 

BLASTX 

g2262176 

310 

5.0e-28 

105 
57 

(AC002329) putative RING zinc-finger protein [Arabxdopsis 
thaliana] >gi_3790573 (AF078824) RING-H2 finger protein 
RHA3a [Arabidopsis thaliana] 

16744 

46786^1. R1040 

sat701002810.hl 

BLASTX 

g2262178 

231 

5.0e-19 

134 

42 

(AC002329) putative Mlo-like protein [Arabidopsis thaliana] 
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Seq* No* 
Contig ID 
5 '-most EST 



16745 

46787J..R1040 
LIB3093-042-Q1-K1-C9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



16746 

46800_1.R1040 

seb700654291.hl 

BLASTX 

g4097522 

851 

2.0e-91 

228 
68 

(U63534) cinnamyl alcohol dehydrogenase [Fragaria x 
ananassa] 



16747 

46800_2.R1040 

uC-gmflminsoy025a02bl 

BLASTX 

g4097522 

970 

1.0e-105 

270 
67 

(U63534) cinnamyl alcohol dehydrogenase 
ananassa] 



[Fragaria x 



16748 

46803J..R1040 

bth700844352.hl 

BLASTN 

g2465528 

174 

1.0e-92 

525 

83 

Medicago truncatula phosphate transporter (MtPT2) mRNA, 
complete cds 

16749 

46805JL.R1040 

LIB3093-042-Q1-K1-B8 

BLASTX 

g2911042 

614 

6.0e-73 

200 

71 

{AL021961) Phosphoglycerate dehydrogenase - like protein 
[Arabidopsis thaliana] 

16750 

46808_1.R1040 
bth700848961.hl 



Seq. No. 



16751 
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Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46808_2.R1040 

uC-gmflminsoy055h03bl 

BLASTX 

g461812 

390 

1.0e-37 

173 

45 

CYTOCHROME P450 72 (CYPLXXII) (PROBABLE 

GERANIOL- 1 0 - H YDROXYLAS E ) (GE10H) >gi_167484 (L10081) 

Cytochrome P-450 protein [Catharanthus roseus] 

>gi_445604_prf 1909351A cytochrome P450 [Catharanthus 

roseus] 



Seq. No. 

Contig ID 
5' -most EST 
Method 



16752 

46810J..R1040 

jC-gmro02910040f03al 

BLASTX 



NCBI GI 


g4454051 


BLAST score 


856 


E value 


7.0e-92 


Match length 


296 


% identity 


55 


NCBI Description 


(AL035394) putative polygalacturonase 




thaliana] 


Seq. No. 


16753 


Contig ID 


46815 1.R1040 


5' -most EST 


LIB3093-041-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3128176 


BLAST score 


359 


E value 


7.0e-34 


Match length 


122 


% identity 


52 


NCBI Description 


(AC004521) unknown protein [Arabidops 


Seq. No. 


16754 


Contig ID 


46816 1.R1040 


5' -most EST 


taw700656122.hl 


Seq. No. 


16755 


Contig ID 


46820 1.R1040 


5 1 -most EST 


kll701210925.hl 


Method 


BLASTX 


NCBI GI 


g2342724 


BLAST score 


306 


E value 


6.0e-28 


Match length 


92 


% identity 


64 


NCBI Description 


(AC002341) unknown protein [Arabidops 


Seq. No. 


16756 


Contig ID 


46820 2.R1040 


5' -most EST 


LIB3093-042-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2342724 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



180 

3.0e-13 

55 

65 

(AC002341) unknown protein [Arabidopsis thaliana] 
16757 

46820_3.R1040 

gsv701046634.hl 

BLASTX 

g2342724 

144 

4.0e-15 

67 

64 

(AC002341) unknown protein [Arabidopsis thaliana] 
16758 

46836_1.R1040 

uC-gmrominsoy229b08bl 

BLASTX 

g2764524 

417 

7.0e-41 
136 

64 , 

(AJ000520) Rieske iron-sulfur protein Tic55 [Pisum sativum] 

16759 

46836_2.R1040 

zhf700963263.hl 

BLASTX 

g2764524 

362 

2.0e-34 
130 

62 . 

(AJ000520) Rieske iron-sulfur protein Tic55 [Pisum sativum] 

16760 

4 683 9_1. RIO 40 
uaw700666257.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16761 

46840_1.R1040 
rlr700900711.hl 

16762 

46845JL. R1040 

dpv701097156.hl 

BLASTX 

g3641837 

1206 

1.0e-133 

312 

76 

(AL023094) Nonclathrin coat protein gamma - like protein 
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Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



[Arabidopsis thaliana] 
16763 

46847_1.R1040 
gsv701054651.hl 

16764 

46848_1.R1040 
LIB3093-041-Q1-K1-E9 

16765 

46851JL.R1040 
g4287043 

16766 

46862_1.R1040 

LIB3093-041-Q1-K1-C7 

BLASTX 

g3402683 

299 

2.0e-27 

92 

72 

(AC004697) patatin-like protein [Arabidopsis thaliana] 
16767 

46864_1.R1040 

vzy700756364.hl 

BLASTX 

g4455180 

1527 

1.0e-172 

433 

71 

(AL035521) putative protein [Arabidopsis thaliana] 
16768 

46868JL.R1040 

LIB3093-041-Q1-K1-D2 

BLASTX 

g3036797 

462 

7.0e-46 

191 

53 

(AL022373) hypothetical protein [Arabidopsis thaliana] ^ 
>gi_3805859__emb_CAA21479_ (AL031986) hypothetical protein 
[Arabidopsis thaliana] 

16769 

46870_1.R1040 
LIB3093-041-Q1-K1-D4 

16770 

46872JL.R1040 
g5509162 
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Seq. No. 


16771 


Contig ID 


46884 1.R1040 


5 1 -most EST 


LIB3093-041-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2462911 


biiAbi score 




E value 


1.0e-130 


Match length 


284 


% identity 


76 


NCBI Description 


{Z83832) UDP-glucose: sterol glucosyltransf erase [Avena 




sativa] 


Seq. No. 


16772 


Contig ID 


46887 1.R1040 


5' -most EST 


LIB3093-041-Q1-K1-A11 


Method 


BLASTX 






BLAST score 


412 


E value 


6.0e-40 


Match length 


176 


% identity 


60 


NCBI Description 


(AL031004) putative protein [Arabidopsis thaliana] 


Seq. No. 


16773 


Contig ID 


46894 1.R1040 


5 '-most EST 


kmv700743941.hl 


Method 


BLASTN 


INUdI bl 


gxoiyo^4 


BLAST score 


235 


E value 


1.0e-129 


Match length 


395 


% identity 


90 


NCBI Description 


P. sativum mRNA for ADP-glucose pyrophosphorylase 


Seq. No. 


16774 


Contig ID 


46901 1.R1040 


5' -most EST 


LIB3093-041-Q1-K1-A1 


Seq. No. 


16775 


Contig ID 


46902 1.R1040 


5' -most EST 


trc700563106.hl 


Method 


BLASTX 


NCBI GI 


g3548803 


BLAST score 


737 


E value 


z . ue— o / 


Match length 


200 


% identity 


84 


NCBI Description 


(AC005313) putative DNA-binding protein [Arabidopsis 




thaliana] >gi_4335770_gb_AAD17447_ (AC006284) putative 




SMUBP-2 [mouse] DNA-binding protein [Arabidopsis thali 


Seq. No. 


16776 


Contig ID 


46905 1.R1040 


5 '-most EST 


uaw700664786.hl 


Method 


BLASTX 


NCBI GI 


g3142303 


BLAST score 


1508 
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E value 
Match length 
% identity 
NCBI Description 



1.0e-168 
331 

8 9 

{AC002411) Strong similarity to MRP-like ABC transporter 
gb_U92650 from A. thaliana and canalicular multi-drug 
resistance protein gb_L49379 from Rattus norvegicus. 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



16777 

46911JL.R1040 
eep700866569.hl 

16778 

46911_2.R1040 

LIB3093-040-Q1-K1-G1 

BLASTX 

g2244797 

249 

3.0e-21 

80 

62 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
16779 

46914_1.R1040 
LIB3093-040-Q1-K1-G12 



Seq. No. 
Contig ID 
5 T -most EST 



16780 

46917_1.R1040 
fC-gmle700870679dl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16781 

46918JL.R1040 
LIB3093-040-Q1-K1-G6 

16782 

46923JL.R1040 

trc700561718.hl 

BLASTX 

g2673918 

229 

7.0e-19 

65 

69 

(AC002561) unknwon protein [Arabidopsis thaliana] 
16783 

46927_1.R1040 

LIB3107-078-Q1-K1-F7 

BLASTX 

g2981439 

346 

1.0e-32 

120 

64 

(AF051853) t-SNARE SED5 [Arabidopsis thaliana] 
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Seq. No. 


16784 


Contig ID 


46936 1.R1040 


5' -most EST 


LIB3093-040-Q1-K1-F12 


Seq. No. 


16785 


Contig ID 


46956 1.R1040 


5 T -most EST 


fC-gmse700839738fl 


Method 


BLASTX 


NCBI GI 


o4371291 


BLAST score 


191 


E value 


2.0e-14 


Match length 


109 


% identity 


46 


NCBI Description 


(AC006260) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


16786 


Contig ID 


46958 1.R1040 


5' -most EST 


ssr700560804.hl 


Method 


BLASTX 


NCBI GI 


g3426039 


BLAST score 


725 


E value 


7.0e-77 


Match length 


199 






NCBI Description 


(AC005168) unknown protein [Arabidopsis thaliana] 


Seq. No. 


16787 






5 '-most EST 


vzy700756385.hl 


Seq. No. 


16788 


Contig ID 


46965 1.R1040 


5 '-most EST 


LIB3093-040-Q1-K1-C11 


Seq. No. 


16789 


Contig ID 


46974 1.R1040 


5 f -most EST 


LIB3093-027-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g2499553 


BLAST score 


750 


E value 


1.0e-79 


Match length 


185 


% identity 


76 


NCBI Description 


CRYPTOCHROME 1 APOPROTEIN (BLUE LIGHT PHOTORECEPTOR) 



Seq. No. 
Contig ID 
S'-most EST 
Method 
NCBI GI 
BLAST score 



>gi_629524_pir S39058 probable deoxyribodipyrimidine 

photo-lyase (EC 4.1.99.3) - Arabidopsis thaliana 
>gi_442529_bbs__139743 (S66907) flavin-type blue-light 
photoreceptor, HY4=DNA photolyase /tropomyosin A homolog 
[Arabidopsis thaliana, ecotype Columbia, Peptide, 681 aa] 
[Arabidopsis thaliana] 

16790 

46974_2.R1040 

jC-gmfl02220079e01al 

BLASTX 

g2499553 

149 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 



1.0e-09 

52 
50 

CRYPTOCHROME 1 APOPROTEIN (BLUE LIGHT PHOTORECEPTOR) 

>gi_629524_pir S39058 probable deoxyribodipyrimidine 

photo-lyase (EC 4.1.99.3) - Arabidopsis thaliana 
>gi_442529_bbsJL39743 (S66907) flavin-type blue-light 
photoreceptor, HY4=DNA photolyase/tropomyosin A homolog 
[Arabidopsis thaliana, ecotype Columbia, Peptide, 681 aa] 
[Arabidopsis thaliana] 

16791 

46974_3.R1040 
LIB3093-036-Q1-K1-C1 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



16792 

46981_1.R1040 

LIB3093-040-Q1-K1-A5 

BLASTX 

gl885381 

168 

1.0e-ll 

77 

53 

(U77665) RNaseP protein P30 [Homo sapiens] 
16793 

46985J..R1040 

ekl700968210.hl 

BLASTX 

g3047082 

209 

2.0e-16 

93 
55 

(AF058914) similar to Vigna radiata pectinacetylesterase 
precursor (GB:X99348) [Arabidopsis thaliana] 

16794 

46989JL.R1040 

pxt700944981.hl 

BLASTX 

g4115382 

158 

1.0e-10 

45 

62 

(AC005967) hypothetical protein [Arabidopsis thaliana] 
16795 

46989_2. R1040 
hrw701057036.h2 



Seq, No. 
Contig ID 
5' -most EST 



16796 

47000JL.R1040 
LIB3107-033-Q1-K1-E7 



2777 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 "-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 ' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16797 

47012_1.R1040 

fua701038933.hl 

BLASTX 

gl752734 

1012 

1.0e-110 

297 

66 

(D78510) beta-glucan-elicitor receptor [Glycine max] 
16798 

47021J..R1040 
LIB3167-049-P1-K1-B9 

16799 

47026JL.R1040 
LIB3093-039-Q1-K1-C11 

16800 

47034_1.R1040 

g4303205 

BLASTX 

g4091008 

671 

2.0e-70 

168 

77 

(AF040700) methionyl-tRNA synthetase [Oryza sativa] 
16801 

47037JL.R1040 

g4289796 

BLASTX 

g2708314 

351 

6.0e-33 

116 

32 

(AF027727) protein disulfide isomerase RB60 [Chlamydomonas 
reinhardtii] >gi_4104541 (AF036939) protein disulfide 
isomerase [Chlamydomonas reinhardtii] 

16802 

47045_1.R1040 
zhf700952864.hl 

16803 

47051_1.R1040 

uC-gmrominsoy055d02bl 

BLASTX 

g3873913 

177 

7.0e-13 

111 

37 

(Z71258) similar to Flavin-binding monooxygenase-like 



2778 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Caenorhabditis elegans] 
16804 

47055_1.R1040 
ncj700976794.hl 

16805 

47059JL.R1040 
gsv701046537.hl 

16806 

47062_1.R1040 
g5509232 

16807 

47066_2.R1040 
zhf700960323.hl 

16808 

47068_1.R1040 

LIB3093-038-Q1-K1-H8 

BLASTX 

g3128172 

530 

5.0e-54 

185 

53 

(AC004521) hypothetical protein [Arabidopsis thaliana] 
16809 

47077_1.R1040 

LIB3106-040-Q1-K1-G2 

BLASTX 

g729274 

394 

4.0e-38 

98 
76 

40 KD PEPT IDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) 
( ROTAMASE ) ( CYCLOPHILIN- 4 0) ( CYP- 4 0 ) ( CYCLOPHILIN-RELATED 
PROTEIN) >gi_422797_pir_A45981 peptidylprolyl isomerase 
(EC 5.2.1.8) CyP-40 - human >gi_348910 (L11667) 
cyclophilin-40 [Homo sapiens] >gi_17 69812_dbj_BAA09923_ 
(D63861) cyclophilin 40 [Homo sapiens] 

16810 

47078_1.R1040 

LIB3093-038-Q1-K1-F4 

BLASTX 

g2213581 

163 

3.0e-ll 

48 
60 

(AC000348) T7N9.1 [Arabidopsis thaliana] 



Seq. No. 



16811 
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^UlltlU XL) 




*J ILLvJ o U Hi O X 








NCBI fiT 

LN \_/ tJ JL \D X. 




BLAST score 


353 


E value 


2.0e-33 








R7 




\f\\s\J\J / ±00 } pxcUlOLcU piucciii ox uiiKiiown iuncLion 




[iiXa.DXaopSX5 LliallallaJ 


oeCJ. LNO. 


X 00 


OvJI 1 L1LJ ±U 






T TR^fYQ^-fnft-ril -Kl — TT<^ 

iilDJU UJO ^X i\X r U 


Method. 


BLASTX 


NCBI GI 


g!644291 


BLAST score 


349 


F tt^ lnp 
Cj v clj_ u 


X » U<5 JjI 




1 £"3 




A A 


lnudx uescrip Lion 


(Z73295) receptor-like protein kinase [Catharanthus ros 


oeq* jno . 


1 CO 1 O 

1 box J 


uonuig id 


AHHQO 1 D1 n,10 

4 /Uo^ 1 . KxU4 u 


O ILIO o L JliOl 


LiXooUyj Ujo yx i\x~ r o 




Oi-irrO 1 A 


NCBI GI 


g4191785 


BLAST score 


215 


TP val no 


^ • ue x / 


iMci L. Oil Xcily LI1 


o u 


% identity 


51 


NCBI Description 


(AC005917) putative hydrolase [Arabidopsis thaliana] 


Cpirr Kin 


1UOX4 


ouxiLxy ±u 


fi/UO/ X.i\XU4U 


R i „4- -pern 


rue /uuo / jj / / .ni 




X OO XJ 


OUIILXU 1U 


A 7HQ^ i di n/tn 

X.I\XU4U 


»J ILIKJ O L. DO 1 


cjc!-r7n?T c i c iQftzl d hi 
obi / UUJi?-70ft4 ,U1 




XJXxriO 1 A. 


NCBI GI 


g2462732 


BLAST score 


518 


E value 


o * ue jj 




1 4(T 
Ifi D 


% identity 


65 


NCBI Description 


(AC002292) Hypothetical Protein [Arabidopsis thaliana] 


oeq. LNO • 


lOOXD 


Contig ID 


47098 1.R1040 


5 '-most EST 


LIB3093-038-Q1-K1-E2 


Seq, No. 


16817 


Contig ID 


47099 1.R1040 


5' -most EST 


taw700656057.hl 


Seq. No. 


16818 



2780 



Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 
Contig ID 
5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47099_2.R1040 
LIB3107-022-Q1-K1-F8 

16819 

47104JL.R1040 

LIB3093-038-Q1-K1-E8 

BLASTX 

g2765091 

265 

4.0e-36 

148 

53 

(Y10982) putative cytochrome P450 [Glycine max] 
16820 

47105JL.R1040 

uC-gmropic030allbl 

BLASTX 

g3941480 

226 

2.0e-18 

102 

73 

(AF062894) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16821 

47105_2.R1040 

jC-gmle01810056g05al 

BLASTX 

g3941480 

546 

2.0e-55 

308 
43 

(AF062894) 
thaliana] 



putative transcription factor [Arabidopsis 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16822 

47105_3.R1040 

LIB3138-090-P1-N1-F11 

BLASTX 

g3941480 

366 

1.0e-49 
104 
8 9 

(AF062894) 
thaliana] 



putative transcription factor [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



16823 

47105_4.R1040 

jC-gmro02 910019d05al 

BLASTX 

g3941480 

502 

6.0e-51 



2781 



Match length 

% identity 

NCBI Description 



121 
74 

(AF062894) 
thaliana] 



putative transcription factor [Arabidopsis 



Seq. No. 


16824 




Contig ID 


47108 1.R1U4U 




5 T -most EST 


LIB3139-0zo-Pl-iNl-E o 




Method 


BLASTX 




NCBI GI 


g4186184 




BLAST score 


z4o 




E value 


2 . Oe-20 




Match length 


11 J 




% identity 


A Q 

4o 


i— i y\ i ATI Q 1 

Sapicllb J 


NCBI Description 


(AFlllloo) unknown Lwomo 


Seq. No. 


16825 




Contig ID 


47110 1.R1040 




5 '-most EST 


LIB3139-022-P1-N1-G4 




Method 


BLASTX 




NCBI GI 


g3928085 




BLAST score 


984 




E value 


1.0e-107 




Match length 


274 




% identity 


70 




NCBI Description 


(AC00577 0) unknown protein [Arabidops. 


Sea. No. 


16826 




Contig ID 


47121 1.R1040 




5' -most EST 


jex700905546.hl 




Method 


BLASTX 




NCBI GI 


g3914386 




BLAST score 


262 




E value 


2.0e-22 




Match length 


145 




% identity 


37 


dbj_BAA32435 


NCBI Description 


ALLERGEN MF1 >gi_3445490 




[Malassezia furfur] 




Seq. No. 


16827 




Contig ID 


47125 1.R1040 




5' -most EST 


LIB3093-038-Q1-K1-C11 




Seq. No. 


16828 




Contig ID 


47129 1.R1040 




5' -most EST 


LIB3093-038-Q1-K1-A9 





(AB011804) MF1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16829 

47138JL.R1040 

epx701109741.hl 

BLASTX 

g4249411 

234 

7.0e-24 

101 

55 

(AC006072) unknown protein [Arabidopsis thaliana] 



2782 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16830 

47139_1.R1040 

ejt700606140.h2 

BLASTX 

g2465923 

184 

1.0e-13 

94 

18 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16831 

47141_1.R1040 

uxk700667672.hl 

BLASTX 

g3549667 

443 

1.0e-43 

168 

55 

(AL031394) Arabidopsis dynamin-like protein ADL2 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16832 

47144_1.R1040 

pcp700993778.hl 

BLASTX 

g2352492 

717 

2.0e-85 

292 

31 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



16833 

47148_1.R1040 
LIB3093-037-Q1-K1-H5 

16834 

47167JL.R1040 

kll701203311.hl 

BLASTX 

g4049342 

206 

7.0e-16 

107 
14 

(AL034567) adenylate translocator (brittle-1) -like protein 
[Arabidopsis thaliana] 

16835 

47189JL.R1040 
uC-gmropic029g08bl 



2783 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16836 

47199_1.R1040 

uC-gmflminsoy049d04bl 

BLASTX 

g3255941 

661 

3.0e-69 

153 

80 

(AJ007332) PP1A protein [Catharanthus roseus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16837 

47204JL.R1040 

LIB3093-037-Q1-K1-D6 

BLASTX 

g2245000 

181 

4.0e-13 

70 

54 

(Z97341) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



16838 

47209_1.R1040 
cks700764879.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16839 

47210JLR1040 

jC-gmst0240004 6a03al 

BLASTN 

g4519192 

56 

2.0e-22 

116 

87 

Arabidopsis thaliana genomic DNA, 
MBK21, complete sequence 



chromosome 3, PI clone: 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16840 

47210_2.R1040 

zsg701123775.hl 

BLASTX 

gl397319 

247 

5.0e-21 

136 

48 

(U61953) No definition line 



found [Caenorhabditis elegans] 



Seq. No. 

Contig ID 
5 '-most EST 



16841 

47210_3.R1040 
LIB3093-037-Q1-K1-A9 



Seq. No. 
Contig ID 
5 T -most EST 



16842 

47210_5.R1040 
pmv700891138.hl 



2784 



Seq. No. 
Contig ID 
5 1 -most EST 



16843 

47212J..R1040 
LIB3093-037-Q1-K1-B10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16844 

47217J..R1040 

sat701008123.hl 

BLASTX 

g282882 

185 

1.0e-27 

147 

48 

receptor-like protein kinase precursor - Arabidopsis 
thaliana >gi_166848 (M84 659) receptor-like protein kinase 
[Arabidopsis thaliana] 



Seq. No. 


16845 


Contig ID 


47219 1.R1040 


5 T -most EST 


LIB3093-037-Q1-K1 


Method 


BLASTX 


NCBI GI 


g2213629 


BLAST score 


153 


E value 


9.0e-10 


Match length 


113 


% identity 


33 


NCBI Description 


(AC000103) F21J9. 


Seq. No. 


16846 


Contig ID 


47223 1.R1040 


5 1 -most EST 


g4306597 


Method 


BLASTX 


NCBI GI 


g731507 


BLAST score 


156 


E value 


7.0e-10 


Match length 


220 


% identity 


28 


NCBI Description 


HYPOTHETICAL 48.8 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



REGION >gi_1077700_pir S50622 hypothetical protein YER119c 

- yeast (Saccharomyces cerevisiae) >gi_603358 (U18916) 
Yerll9cp [Saccharomyces cerevisiae] 

16847 

47228JL.R1040 

zvj700605238.h2 

BLASTX 

g3790585 

329 

3.0e-30 

85 

71 

(AF079181) RING-H2 finger protein RHFla [Arabidopsis 
thaliana] 

16848 

47233 1.R1040 



2785 



5 '-most EST 



zvj700605145.h2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16849 

47235JL.R1040 

LIB3093-036-Q1-K1-H9 

BLASTX 

g3056594 

215 

3.0e-17 

109 

39 

(AC004255) T1F9.15 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16850 

47252JL.R1040 

LIB3093-036-Q1-K1-F8 

BLASTX 

g2160180 

804 

7.0e-8 6 

244 
69 

(AC000132) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



16851 

47253_1.R1040 
epx701104410.hl 



Seq. No. 

Contig ID 
5 '-most EST 



16852 

47254JL.R1040 
LIB3093-036-Q1-K1-G10 



Seq. No. 
Contig ID 
5' -most EST 



16853 

47254_2.R1040 
fua701041796.hl 



Seq. No. 
Contig ID 
5' -most EST 



16854 

47254_3.R1040 
hyd700729240.hl 



Seq. No. 
Contig ID 
5' -most EST 



16855 

47254_4.R1040 
gsv701048505.hl 



Seq. No. 

Contig ID 
5' -most EST 



16856 

47254_5.R1040 
LIB3107-054-Q1-K1-G6 



Seq. No. 
Contig ID 
5 '-most EST 



16857 

47264_1.R1040 
LIB3093-036-Q1-K1-H1 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



16858 

47267_1.R1040 
dpv701100741.hl 
BLASTX 
g3386618 



2786 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



163 

7.0e-ll 

113 

37 

(AC004665) 



hypothetical protein [Arabidopsis thaliana] 



16859 

47284JL.R1040 

jC-gmfl02220065f07al 

BLASTX 

gll68470 

1207 

1.0e-133 

421 

61 

PROTEIN KINASE APK1A >gi_282877_pir S28615 protein kinase, 

tyrosine/serine/threonine-specific (EC 2.7.1.-) - 
Arabidopsis thaliana >gi_217829_dbj_BAA02092__ (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 

16860 

47284_2.R1040 

g5666595 

BLASTX 

gl!68470 

505 

6.0e-51 

127 

75 

PROTEIN KINASE APK1A >gi_282877_pir S28615 protein kinase, 

tyrosine/serine/threonine-specif ic (EC 2.7.1.-) - 
Arabidopsis thaliana >gi_21782 9_dbj_BAA02092_ (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 

16861 

47284_3.R1040 

g5607095 

BLASTX 

g3461835 

343 

6.0e-32 

136 

56 

(AC005315) putative protein kinase [Arabidopsis thaliana] 
>gi_3927840 (AC005727) putative protein kinase [Arabidopsis 
thaliana] 

16862 

47284_4.R1040 
asn701140089.hl 



Seq. No. 
Contig ID 
5 f -most EST 



16863 

47286_1.R1040 
ncj700978216.hl 



2787 



Seq. No. 


16864 




479Q7 1 R1040 


5' -most EST 


LIB3093-036-Q1-K1-D1 


Seq. No. 


16865 




i / JUO J. . IX-l. V *a U 


5' -most EST 


uC-gmrominsoy028e07bl 


Seq. No. 


16B66 


Contig ID 


47319 1.R1040 


5" -most EST 


vzy700753294.hl 


Seq. No. 


16867 


Contig ID 


47329 1.R1040 


5 T -most EST 


LIB3093-035-Q1-K1-H7 


Method 


BLASTX 


KTfQT (IT 




BLAST score 


451 


E value 


1.0e-44 


Match length 


130 


%■ \ rl&nf- -i +■ ^7 
O J- LiC 4.1 1 — L Ly 


67 


NCBI Description 


(AF036305) scarecrow-1 


Seq. No. 


16868 


Contig ID 


47332JLR1040 


5 '-most EST 


uC-gmrominsoy080d01bl 


Seq- No, 


16869 


Contig ID 


47333 1.R1040 


5 '-most EST 


LIB3138-081-P1-N1-C2 


Method 


BLASTX 


NCBI GI 


g2245004 


Diario i score 


?79 


E value 


1.0e-35 


Match length 


96 


% identity 


69 


NCBI Description 


(Z97341) similarity to 




[Arabidopsis thaliana] 


Seq. No. 


16870 


Contig ID 


47333 2.R1040 


5' -most EST 


LIB3093-035-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2245004 


DiinOi otUIc 


i fin 


E value 


4.0e-18 


Match length 


75 


% identity 


61 


NCBI Description 


(Z97341) similarity to 




[Arabidopsis thaliana] 


Seq. No. 


16871 


Contig ID 


47333 3.R1040 


5' -most EST 


leu701149957.hl 


Method 


BLASTX 


NCBI GI 


g2245004 


BLAST score 


256 



8 [Arabidopsis thaliana] 



2788 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-22 

67 

67 

(Z97341) similarity to membrane transport protein 
[Arabidopsis thaliana] 



.R1040 

-035-Q1-K1-B11 



16872 
47336_1. 
LIB3106- 
BLASTX 
g4510402 
881 

1.0e-94 

440 

50 

(AC006587) putative AP2 domain [Arabidopsis thaliana] 
16873 

47336_2.R1040 
fC-gmse700672157h2 



16874 

47336_3.R1040 

fC-gmse700672157a3 

BLASTX 

g4510402 

432 

3.0e-42 

231 

44 

(AC006587) putative AP2 domain 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



16875 

47336_4.R1040 

LIB3093-035-Q1-K1-F1 

BLASTX 

g4510402 

273 

5.0e-24 

165 

36 

(AC006587) putative AP2 domain 



[Arabidopsis thaliana] 



16876 

47336_6.R1040 

fua701039415.hl 

BLASTX 

g2281639 

350 

2.0e-33 

81 

50 

(AF003100) AP2 domain containing protein RAP2 . 7 
[Arabidopsis thaliana] 

16877 

47341 1.R1040 



2789 



ft 



5 '-most EST 



LIB3170-062-Q1-J1-G7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16878 

47344JL.R1040 

LIB3093-035-Q1-K1-F7 

BLASTX 

g4510418 

272 

9.0e-28 

137 

53 

(AC006929) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



16879 

47361JL.R1040 
LIB3093-035-Q1-K1-E11 



Seq. No. 
Contig ID 
5 '-most EST 



16880 

47365JL.R1040 
LIB3093-035-Q1-K1-C9 



Seq. No. 
Contig ID 
5 '-most EST 



16881 

47371JL.R1040 
LIB3093-035-Q1-K1-B9 



Seq. No. 

Contig ID 
5 '-most EST 



16882 

47372JL.R1040 
jC-gmfl02220079g03al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16883 

47379_1.R1040 

LIB3 1 0 9- 032 -Ql -Kl -B2 

BLASTX 

g2262105 

471 

8.0e-94 

300 

56 

(AC002343) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16884 

47384J..R1040 

gsv701049932.hl 

BLASTX 

g2213600 

373 

2.0e-35 

131 

53 

(AC000348) T7N9.20 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



16885 

47384^2. R1040 

vzy700754923.hl 

BLASTX 

g2826842 

2135 
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E value 


0.0e+00 


Match length 


509 


% "i dpirt" 1 1" v 


74 


NCBI Description 


(AJ002236) loxc homologue [Lycopersicon pimpinellif olium] 


Seq. No. 


16886 


font in TD 


47384 3 R1040 


5 f -most EST 


taw700659966.hl 


Seq. No. 


16887 


Print" in TT) 

VxLJli I — i_y A. u 




S'-most EST 


LIB3093-035-Q1-K1-A3 


Seq. No. 


16888 


Contig ID 


47394 1.R1040 


5 '-most EST 


LIB3093-035-Q1-K1-A6 


Seq. No. 


16889 


Contig ID 


47395 1.R1040 


5' -most EST 


LIB3093-022-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g629688 


BLAST score 


208 


E value 


1.0e-17 


Match length 


150 


% identity 


39 


NCBI Description 


dehydroquinase shikimate dehydrogenase - Common tobacco 




^>rri R*^R77T fT.^9*7Q4\ HohyHforrni nafo HoVi\/Ht , S'I - a qo /qVi i V i m a "t - 

-"^y-L. ^) ~J / / -L \Xi^J£. 1 Z>*± ) \wi.L U. -L 1 Id L. ti <J.t;ii_y Ct U CL C> C / OllX JV-LILLCL U C 




dehydrogenase [Nicotiana tabacum] 


Seq. No. 


16890 


Contig ID 


47400JL.R1040 


5 T -most EST 


uC-gmropic040fl2bl 


Seq. No. 


16891 


Contig ID 


47405_1.R1040 


5 1 -most EST 


uC-gmflminsoy010b06bl 


Method 


BLASTX 


NCBI GI , 


g!076331 


BLAST score 


328 


E value 


1.0e-51 


Match lencrth 


273 


% identity 


41 


NCBI Description 


histidine transport protein - Arabidopsis thaliana 




>gi 510238 emb CAA54634 (X77503) oligopeptide transporte 




1-1 [Arabidopsis thaliana] >gi_744157_prf 2014244A His 




transporter [Arabidopsis thaliana] 


Seq. No. 


16892 


Contig ID 


47406 1.R1040 


5' -most EST 


LIB3093-034-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3080374 


BLAST score 


225 


E value 


2.0e-18 


Match length 


159 


% identity 


3 



2791 



NCBI Description (AL022580) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 



16893 

47410JL.R1040 
jC-gmro02910066a01al 

16894 

47422_1.R1040 

epx701108172.hl 

BLASTN 

g2104678 

295 

1.0e-165 

556 

88 

V.faba mRNA for transcription factor containing HMG-box 
16895 

47422_2.R1040 

LIB3138-018-Q1-N1-F7 

BLASTN 

g2104678 

129 

4.0e-66 

278 
86 

V.faba mRNA for transcription factor containing HMG-box 
16896 

47441_1.R1040 

asn701137327.hl 

BLASTX 

g3182950 

528 

1.0e-53 

212 

45 

CHROMODOMAIN-HELICASE-DNA-BINDING PROTEIN 2 (CHD-2) 
>gi_2645431 (AF006514) CHD2 [Homo sapiens] 
>gi_455744 9_ref_NP_001262.1_pCHD2_ chromodomain helicase 
DNA binding protein 

16897 

47442JL.R1040 

ssr700556304.hl 

BLASTX 

gl653333 

295 

3.0e-26 

110 

50 

(D90912) ferredoxin [Synechocystis sp.] 
16898 

47442_2.R1040 

LIB3093-008-Q1-K1-C7 

BLASTX 



2792 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



gl653333 
246 

6.0e-21 

91 

51 

(D90912) ferredoxin [Synechocystis sp.] 
16899 

47450_1.R1040 

LIB3093-034-Q1-K1-C1 

BLASTX 

g4309700 

362 

1.0e-34 

122 

56 

(AC006266) hypothetical protein [Arabidopsis thaliana] 
16900 

47458_1,R1040 
LIB3093-027-Q1-K1-G1 



Seq. No. 
Contig ID 
5 f -most EST 



16901 

47460_1.R1040 
LIB3093-033-Q1-K1-H6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



16902 

47467JL.R1040 

LIB3093-034-Q1-K1-A2 

BLASTX 

g4539459 

479 

7.0e-48 

133 

68 

(AL049500) putative protein [Arabidopsis thaliana] 
16903 

47469_1.R1040 

kll701211518.hl 

BLASTX 

g3152587 

768 

8.0e-82 

241 

47 

(AC002986) Similar to CREB-binding protein homolog 
gb_U88570 from D. melanogaster and contains similarity to 
callus-associated protein gb_U01961 from Nicotiana tabacum. 
EST gb_W43427 comes from this gene. [Arabidopsis thaliana] 

16904 

47472JL.R1040 
uC-gmflminsoy021b04bl 



Seq. No. 
Contig ID 



16905 

47487 1.R1040 



2793 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



LIB3139-103-P1-N1-A10 

BLASTX 

g2505870 

527 

4.0e-89 
241 
72 

(Y12227) 



hypothetical protein [Arabidopsis thaliana] 



16906 

47495_1.R1040 

LIB3093-033-Q1-K1-E6 

BLASTX 

g4115534 



BLAST score 


256 


F. value 

1_J V CL-LU\^ 


2.0e-28 


Match length 


170 


% identity 


37 


NCBI Description 


(AB012114) UDP-glycose : f lavonoid glycosyltransf erase t 1 




mungo ] 


Seq. No. 


16907 


Contig ID 


47503 1.R1040 


5 '-most EST 


LIB3093-033-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3402684 


BLAST score 


214 


F va 1 1 1 p 

11) W Q-L LLC 


3.0e-17 


Match length 


124 


% identity 


44 


NCBI Description 


(AC004 697) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


16908 


Contig ID 


47504 1.R1040 


5 1 -most EST 


LIB3093-033-Q1-K1-F3 


Seq. No. 


16909 


Contig ID 


47505 1.R1040 


5 f -most EST 


fua701038537.hl 


Seq. No. 


16910 


Contig ID 


47507 1.R1040 


5 '-most EST 


xpa700793506.hl 


Seq. No. 


16911 


Contig ID 


47516 1.R1040 


5 '-most EST 


LIB3139-040-P1-N1-B9 


Seq. No. 


16912 


Contig ID 


47516 2.R1040 


5' -most EST 


pmv700895225.hl 


Seq. No. 


16913 


Contig ID 


47524 1.R1040 


5 '-most EST 


LIB3106-108-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g3096944 



2794 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 



307 

8.0e-28 

112 
56 

(AL023094) putative protein [Arabidopsis thaliana] 
16914 

47524_2.R1040 

jC-gmst02400076al2al 

BLASTX 

g3096944 

291 

2.0e-26 

83 

67 

(AL023094) putative protein [Arabidopsis thaliana] 
16915 

47527_1.R1040 

ncj700980777.hl 

BLASTX 

g2864613 

306 

6.0e-28 

112 

54 

(AL021811) S-receptor kinase -like protein [Arabidopsis 
thaliana] >gi_4049333_emb_CAA22558_ (AL034567) S-receptor 
kinase-like protein [Arabidopsis thaliana] 

16916 

47530JL.R1040 
dpv701098388.hl 

16917 

47534_1.R1040 

uC-gmrominsoyl62f 02bl 

BLASTX 

g3157932 

205 

3.0e-32 

108 

65 

(AC002131) Similar to hypothetical protein HYP1 gb_Z 97338 
from A. thaliana. [Arabidopsis thaliana] 

16918 

47560JL.R1040 
LIB3093-032-Q1-K1-G12 

16919 

47566_1.R1040 

sat701012692.hl 

BLASTX 

g2829894 

331 

1.0e-30 



2795 



Match length 126 

% identity 56 

NCBI Description (AC002311) Unknown protein [Arabidopsis thaliana] 

Seq. No. 16920 

Contig ID 47571JL . R1040 

5' -most EST ncj700983065.hl 

Seq. No. 16921 

Contig ID 47571_2 .R1040 

5 '-most EST jOgmst02400008f 05al 

Method BLASTX 

NCBI GI g4099092 

BLAST score 847 

E value 7.0e-91 

Match length 225 

% identity 68 

NCBI Description (U8317 9) unknown [Arabidopsis thaliana] 

Seq. No. 16922 

Contig ID 47571__3 . R1040 

5 T -most EST LIB30 93-032-Q1-K1-G1 

Method BLASTX 

NCBI GI g4099092 

BLAST score 4 40 

E value 2.0e-46 

Match length 139 

% identity 68 

NCBI Description (U8317 9) unknown [Arabidopsis thaliana] 

Seq. No. 16923 

Contig ID 47578_1 . R1040 

5 ? -most EST LIB3093-032-Q1-K1-E8 

Method BLASTX 

NCBI GI g2190540 

BLAST score 263 

E value 7.0e-23 

Match length 87 

% identity 56 

NCBI Description (AC001229) Similar to Arabidopsis TFL1 (gb_U77674). 
[Arabidopsis thaliana] 

Seq. No. 16924 

Contig ID 47594_1 . R1040 

5' -most EST zhf 700963970 . hi 

Seq. No. 16925 

Contig ID 47609JL . R1040 

5' -most EST zhf 700962375 .hi 

Method BLASTX 

NCBI GI g2894378 

BLAST score 1158 

E value 1.0e-127 

Match length 286 

% identity 73 

NCBI Description (Y14573) putative ribophorin I homologue [Hordeum vulgarej 



2796 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16926 

47620JL.R1040 

LIB3167-049-P1-K1-G9 

BLASTN 

g4218522 

260 

1.0e-144 

666 

87 

Pisum sativum mRNA for PPF-1 protein 
16927 

47620_2. R1040 

LIB3093-032-Q1-K1-C8 

BLASTN 

g4218522 

255 

1.0e-141 

418 

90 

Pisum sativum mRNA for PPF-1 protein 



Seq. No. 

Contig ID 
5 T -most EST 



16928 

47624J..R1040 
LIB3093-032-Q1-K1-A12 



Seq. No. 
Contig ID 
5 T -most EST 



16929 

47624_2.R1040 
hrw701061503.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



16930 

47639J..R1040 

uC-gmropic049c04bl 

BLASTX 

g2598575 

366 

1.0e-34 

188 

38 

(Y15293) MtN21 [Medicago truncatula] 
16931 

47639_2.R1040 

sat701012973.hl 

BLASTX 

g4056506 

254 

7.0e-22 

108 

44 

(AC005896) nodulin-like protein [Arabidopsis thaliana] 
16932 

47640_1.R1040 
LIB3093-031-Q1-K1-G3 



Seq. No. 



16933 



2797 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



47641JL.R1040 

zzp700834755.hl 

BLASTX 

g2760830 

219 

9.0e-18 

48 

88 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16934 

47649_1,R104G 

uC-gmronoir026d04bl 

BLASTX 

g3176709 

365 

2.0e-34 

237 

36 

(AC002392) putative anthranilate 

N-hydroxycinnamoyl/benzoyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



16935 

47655_1.R1040 
gsv701055865.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16936 

47660_1.R1040 

leu701147511.hl 

BLASTX 

g2920666 

383 

2.0e-75 

216 

62 

(AF048978) 2,4-D inducible glutathione S-transf erase 
[Glycine max] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16937 

47660_2.R1040 

g5678012 

BLASTX 

g2920666 

757 

1.0e-80 

212 
64 

(AF048978) 2,4-D inducible glutathione S-transf erase 
[Glycine max] 



Seq. No. 
Contig ID 
5' -most EST 



16938 

47662_1.R1040 
wvk700684318.hl 



Seq. No. 



16939 



2798 



o 



Contig ID 
5' -most EST 



47662_2.R1040 
pxt700943386.hl 



Seq. No. 16940 

Contig ID 47665J..R1040 

5' -most EST uC-gmrominsoy245e03bl 



Seq. No. 16941 

Contig ID 47670_1 .R1040 

5 '-most EST j ex700903701 . hi 

Method BLASTX 

NCBI GI g2921213 

BLAST score 617 

E value 4.0e-64 

Match length 189 

% identity 66 

NCBI Description (AF026150) beta-ketoacyl-ACP synthase IIIA [Perilla 
frutescens] 



Seq. No. 16942 

Contig ID 47673_1 . R1040 

5 '-most EST LIB3093-031-Q1-K1-C8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16943 

47675_1.R1040 

uC-gmf IminsoyO 4 3 f 1 lbl 

BLASTX 

gll74470 

268 

2.0e-23 

71 

66 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG (B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi_508543 (L34260) integral 

membrane protein 1 [Mus musculus] >gi_1588285_prf 2208301A 

integral membrane protein [Mus musculus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16944 

47675_2.R1040 

uC-gmrominsoy!28d03bl 

BLASTX 

gll74469 

746 

3.0e-79 

234 

56 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG (B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi_624704 (L38961) putative 
transmembrane protein precursor [Homo sapiens] 

>gi_1588286_prf 2208301B integral membrane protein [Homo 

sapiens] >gi_4504787_ref_NP_002210 . l_pITMl_ integral 
transmembrane protein 



Seq. No. 16945 

Contig ID 47679_1.R1040 

5' -most EST uC-gmrominsoy217f Olbl 

Method BLASTX 



2799 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



g4371280 
583 

4.0e-60 

176 

66 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
16946 

47679_2.R1040 

ssr700553908.hl 

BLASTX 

g4371280 

198 

2.0e-15 

51 

76 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
16947 

47686J..R1040 
uxk700673365.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16948 

47689_1.R1040 

LIB3109-052-Q1-K1-E4 

BLASTX 

g3335373 

210 

1.0e-16 

162 
35 

(AC003028) putative GTL1 protein [Arabidopsis thaliana] 
16949 

47695JL.R1040 

uC-gmrominsoy237h02bl 

BLASTX 

g3820531 

633 

4.0e-66 

195 

59 

(AF072736) beta-glucosidase [Pinus contorta] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16950 

47722_1.R1040 

jC-gmfl02220071a05al 

BLASTX 

g3021266 

1198 

1.0e-132 

372 
62 

(AL022347) serine/threonine kinase - like protein 
[Arabidopsis thaliana] >gi_3292840_emb_CAA19830_ (AL031018) 
serine/threonine kinase - like protein [Arabidopsis 
thaliana] 



2800 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16951 

47734J..R1040 
LIB3093-030-Q1-K1-F6 

16952 

47735__1.R1040 

LIB3093-030-Q1-K1-F7 

BLASTX 

g4038055 

346 

1.0e-32 

113 

63 

(AC005897) putative cytochrome P450 [Arabidopsis thaliana] 
>gi_4557077_gb_AAD22516.1_AC007045_16 (AC007045) putative 
cytochrome p4 50 [Arabidopsis thaliana] 

16953 

47751J.. R1040 

LIB3093-030-Q1-K1-D1 

BLASTX 

g2213600 

529 

4.0e-54 

147 
67 

(AC000348) T7N9.20 [Arabidopsis thaliana] 
16954 

47767JL.R1040 
LIB3093-030-Q1-K1-A6 

16955 

47780_1.R1040 

g4305461 

BLASTX 

g3128208 

366 

5.0e-35 

104 

61 

(AC004077) hypothetical protein [Arabidopsis thaliana] 
16956 

47784_2.R1040 

LIB3093-029-Q1-K1-G4 

BLASTX 

g2618684 

236 

9.0e-20 

87 

55 

(AC002510) putative 

UDP-N-acetylglucosamine — dolichyl-phosphate 
N-acetylglucosaminephosphotransf erase [Arabidopsis 
thaliana] >gi_3241947 (AC004 625) putative 



2801 



UDP-N-acetylglucosamine — dolichyl -phosphate ^ 
N-acetylglucosaminephosphotransf erase [Arabidopsis 

thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16957 

47787_1.R1040 

kmv700743115.hl 

BLASTX 

g4218120 

217 

2.0e-17 

122 
42 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



16958 

47791_1.R1040 

jC-gmst02400061fl2dl 

BLASTX 

g2213594 

112 

1.0e-09 

93 

37 

(AC000348) T7N9.14 [Arabidopsis thaliana] 
16959 

47801JL.R1040 
LIB3093-029-Q1-K1-E8 

16960 

47804_1.R1040 

sat701009256.hl 

BLASTX 

g2392772 

169 

7.0e-12 

40 

78 

(AC002534) putative chloroplast prephenate dehydratase 
[Arabidopsis thaliana] 

16961 

47807JL.R1040 

kmv700739436.hl 

BLASTX 

gl652084 

304 

1.0e-27 

128 

45 

(D90902) hypothetical protein [Synechocystis sp.] 
16962 

47809_1.R1040 
LIB3093-029-Q1-K1-F4 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g2959767 

733 

6.0e-78 

167 

42 

(AJ002584) 
(AC005309) 



At MRP 4 [Arabidopsis thaliana] >gi_3738292 
glutathione-con jugate transporter At MRP 4 



[Arabidopsis thaliana] 
16963 

47810JL.R1040 

jC-gmst02400018d08al 

BLASTX 

g4512649 

740 

1.0e-78 

191 
71 

(AC007048) hypothetical protein [Arabidopsis thaliana] 
16964 

47816J..R1040 

LIB3138-030-Q1-N1-D11 

BLASTX 

gll75252 

161 

3.0e-10 

186 
31 

HYPOTHETICAL PROTEIN HI0488 >gi_1074418_pir D64008 

hypothetical protein HI0488 - Haemophilus influenzae 
(strain Rd KW20) >gi_1573468 (U32731) conserved 
hypothetical protein [Haemophilus influenzae Rd] 

16965 

47816_2.R1040 
rca700999809.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16966 

47821JL.R1040 

trc700561246.hl 

BLASTX 

g4455210 

1023 

l.Oe-111 

271 
72 

(AL035440) putative aspartate-tRNA ligase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
S'-most EST 
Method 
NCBI GI 
BLAST score 



16967 

47821_2.R1040 

LIB3093-002-Q1-K1-C5 

BLASTX 

g4455210 

455 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-45 

111 

78 

(AL035440) putative aspartate-tRNA ligase [Arabidopsis 
thaliana] 

16968 

47822_1.R1040 

zpv700762357.hl 

BLAST N 

g3510347 

39 

4.0e-12 

320 
84 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MSJ11, complete sequence [Arabidopsis thaliana] 

16969 

47822_2.R1040 
LIB3138-016-Q1-N1-D6 

16970 

47822_3.R1040 
g5677534 

16971 

47849JL.R1040 

LIB30 93-029-Q1-K1-C3 

BLASTX 

g399900 

688 

5.0e-72 

277 

54 

HOMEOBOX-LEUCINE ZIPPER PROTEIN HATS (HD-ZIP PROTEIN 5) 

(HD-ZIP PROTEIN ATHB-1) >gi_99659_pir S16325 homeotic 

protein Athb-1 - Arabidopsis thaliana 
>gi_16329_emb_CAA41625_ (X58821) Athb-1 protein 
[Arabidopsis thaliana] 

16972 

47849_2.R1040 
vwf700674925.hl 

16973 

47852_1.R1040 

fC-gmse700675825al 

BLASTX 

gll70410 

578 

5.0e-59 

347 

47 

HOMEOBOX PROTEIN HAT3.1 >gi_322519_pir S31437 homeotic 

protein HAT 3.1 - Arabidopsis thaliana 
>gi_16326__emb_CAA49263_ (X69512) HAT 3.1 [Arabidopsis 
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Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



(D 



thaliana] 
16974 

47852_2.R1040 
fOgmse700667947r4 

16975 

47861J..R1040 
leu701145644.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16976 

47866_1.R1040 

hrw701061002.hl 

BLASTX 

g2129918 

743 

9.0e-79 

299 
54 

BPF-1 protein - parsley >gi_396197_emb_CAA48413_ (X68337) 
BPF-1 [Petroselinum crispum] >gi_441310_emb_CAA44518_ 
(X62653) BPF-1 [Petroselinum crispum] 

16977 

47883_1.R1040 

LIB3106-045-Q1-K1-B6 

BLASTX 

g3132473 

180 

6.0e-13 

59 
69 

(AC003096) similar to rapb transcription factor 
[Arabidopsis thaliana] 



Seq. No. 


16978 


Contig ID 


47904 1.R1040 


5' -most EST 


LIB3139-048-P1-N1-B2 


Method 


BLASTN 


NCBI GI 


gl66411 


BLAST score 


479 


E value 


0.0e+00 


Match length 


1048 


% identity 


87 


NCBI Description 


Medicago sativa NADH-glutamate synthase mRNA, comlet 


Seq. No. 


16979 


Contig ID 


47904 2.R1040 


5' -most EST 


trc700562893.hl 


Method 


BLASTX 


NCBI GI 


g417073 


BLAST score 


336 


E value 


3.0e-31 


Match length 


94 


% identity 


77 


NCBI Description 


GLUTAMATE SYNTHASE {NADH) PRECURSOR (NADH-GOGAT) 



>gi_484529_pir JQ1977 glutamate synthase (NADH) (EC 
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1.4.1.14) - alfalfa >gi_166412 (L01660) NADH-glutamate 
synthase [Medicago sativa] 



Seq. No. 


16980 


Contig ID 


47916JL.R1040 


5 1 -most EST 


fC-gmro7 005o5 94 4rz 


Seq. No. 


16981 


Contig ID 


47922_1.R1040 


5 '-most EST 


uC-gmrominsoyOOO leO 8bl 


Seq. No. 


16982 


Contig ID 


47935 1.R1040 


5' -mo st EST 


txt700731822.hl 


Seq. No. 


16983 


Contig ID 


47941 1.R1040 


5' -most EST 


dpv701099115.hl 


Method 


BLASTX 


NCBI GI 


g2102696 


BLAST score 


417 


E value 


2.0e-40 


Match length 


328 


% identity 


29 


NCBI Description 


(U72761) karyopherin beta 3 [Homo sapiens] 




>gi_4504909_ref_NP__002262. l_pKPNB3_ karyophe 




beta 


Seq. No. 


16984 


Contig ID 


47948 1.R1040 


5' -most EST 


trc700565535.hl 


Method 


BLASTX 


NCBI GI 


g2275199 


BLAST score 


518 


E value 


1.0e-52 


Match length 


135 


% identity 


73 


NCBI Description 


(AC002337) hypothetical protein [Arabidopsis 


Seq. No. 


16985 


Contig ID 


47958 1.R1040 


5 '-most EST 


wvk700681706.hl 


Method 


BLASTX 


NCBI GI 


g2924776 


BLAST score 


203 


E value 


2.0e-27 


Match length 


91 


% identity 


74 


NCBI Description 


(AC002334) hypothetical protein [Arabidopsis 


Seq. No. 


16986 


Contig ID 


47959 1.R1040 


5 T -most EST 


g4291793 


Method 


BLASTX 


NCBI GI 


g2961345 


BLAST score 


481 


E value 


3.0e-48 



(import in) 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI) 

113 
77 

(AL022140) hypothetical protein [Arabidopsis thaliana] 
16987 

47959_2.R1040 

leu701152429.hl 

BLASTX 

g2961345 

174 

1.0e-12 

45 
64 

(AL022140) hypothetical protein [Arabidopsis thaliana] 
16988 

47964_1.R1040 

fC-gmle7000786857al 

BLASTX 

g3608143 

279 

1.0e-24 

104 

61 

(AC005314) unknown protein [Arabidopsis thaliana] 
16989 

47964_3.R1040 

ssr700558921.hl 

BLASTX 

g3608143 

160 

8.0e-ll 

56 

61 

(AC005314) unknown protein [Arabidopsis thaliana] 
16990 

47971JL.R1040 
g5606310 

16991 

47979JL.R1040 
LIB3093-027-Q1-K1-E10 

16992 

47981_1.R1040 

gsv701044426.hl 

BLASTX 

g3924848 

364 

6.0e-34 

408 

31 

(Z81586) cDNA EST yk335d8.5 comes from this gene; cDNA EST 
yk335d8.3 comes from this gene [Caenorhabditis elegans] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



16993 

47982JL.R1040 

asn701142122.hl 

BLASTX 

g3201612 

1032 

1.0e-112 

361 

56 

(AC004669) putative 2A6 protein [Arabidopsis thaliana] 
16994 

47982_2.R1040 

dpv701097369.hl 

BLASTX 

gll9640 

268 

1.0e-33 

136 

51 

1 -AMINOCYCLOPROPANE- 1 -CARBOXYLATE OXIDASE HOMOLOG (PROTEIN 

E8) >gi 82109__pir S01642 ripening protein E8 - tomato 

>gi_19199_emb_CAA31789_ (X13437) E8 protein [Lycopersicon 
esculentum] 



Seq. No* 


16995 




Contig ID 


47986_1.R1040 




5 1 -most EST 


jC-gmle01810007h02al 


Seq. No. 


16996 




Contig ID 


47988 1.R1040 




5' -most EST 


wvk700683746.hl 




Method 


BLASTX 




NCBI GI 


gl483230 




BLAST score 


441 




E value 


1.0e-43 




Match length 


123 




% identity 


72 




NCBI Description 


(X99654) MADS 4 


protein 


Seq. No. 


16997 




Contig ID 


48015 1.R1040 


-K1-B9 


5 '-most EST 


LIB3093-027-Q1- 


Seq. No. 


16998 




Contig ID 


48020 1.R1040 




5 '-most EST 


LIB3139-113-P1- 


■N1-C6 


Seq. No. 


16999 




Contig ID 


48039 1.R1040 




5 '-most EST 


LIB3093-026-Q1- 


-Kl-Cll 


Method 


BLASTX 




NCBI GI 


g2335101 




BLAST score 


399 




E value 


8.0e-39 




Match length 


103 




% identity 


71 
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NCBI Description 


(AC002339) unknown protein [Arabidopsis thaliana] 


Seq. No. 


17000 


Contig ID 


48052 1.R1040 


5 '-most EST 


LIB3107-004-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3336903 


BLAST score 


463 


E value 


5.0e-46 


Match length 


118 


% identity 


75 


NCBI Description 


(Y10809) bZIP DNA-binding protein [Petroselinum crij 


Seq* No. 


17001 


Contig ID 


48059 1.R1040 


5' -most EST 


LIB3093-025-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


a2944417 


BLAST score 


505 


E value 


4.0e-51 


Match length 


126 


% identity 


77 


NCBI Description 


(AF049881) peroxidase FLXPER4 [Linum usitatissimum] 


Seq. No. 


17002 


Contig ID 


48067 1.R1040 


5' -most EST 


LIB3093-025-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


a3096922 


BLAST score 


297 


E value 


2.0e-27 


Match length 


165 


% identity 


50 


NCBI Description 


(AL023094) putative protein [Arabidopsis thaliana] 


Seq, No. 


17003 


Contig ID 


48087 1.R1040 


5' -most EST 


LIB3093-025-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g541881 


BLAST score 


192 


E value 


1.0e-14 


Match length 


48 


% identity 


67 


NCBI Description 


MYB homolog transcription ATMYB2 - Arabidopsis thai 



>gi_506189_dbj_BAA03534_ (D14712) AT MYB 2 [Arabidopsis 
thaliana] >gi_2275197 (AC002337) Atmyb2 [Arabidopsis 



thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 



17004 

48088JL.R1040 
jC-gmro02910061a05al 

17005 

48104_1.R1040 
sat701007808.hl 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



17006 

48116JL.R1040 

LIB3093-024-Q1-K1-G8 

BLASTX 

g3292827 

306 

4 .Oe-45 

145 

71 

(AL031018) putative protein [Arabidopsis thaliana] 
17007 

48117_1.R1040 
g4405659 

17008 

48118_1.R1040 

jC-gmst02400045a!2al 

BLASTX 

g4049517 

198 

5.0e-15 

200 
26 

(AL034563) hypothetical protein [Schizosaccharomyces pombe] 
17009 

48122_1.R1040 

LIB3093-024-Q1-K1-H3 

BLASTX 

g4490758 

172 

3.0e-12 

99 

33 

(AL035708) putative protein [Arabidopsis thaliana] 
17010 

48124_1.R1040 
uC-gmrominsoy!92c01bl 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17011 

48124_2.R1040 
LIB3093-024-Q1-K1-G11 

17012 

48139_1.R1040 

LIB3093-024-Q1-K1-E7 

BLASTX 

gl946371 

247 

5.0e-21 

114 

44 

(U93215) regulatory protein Viviparous-1 isolog 
[Arabidopsis thaliana] 
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Seq* No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



17013 

48144_1.R1040 
jC-gmle01810O14clldl 

17014 

48144_3.R1040 

wvk700685020.hl 

BLASTX 

g!653954 

213 

1.0e-16 

106 
42 

(D90917) hypothetical protein [Synechocystis sp. 
17015 

48144_4.R1040 
fde700872187.hl 



17016 

48184_1.R1040 

uC-gmronoir041f09bl 

BLASTX 

gl272349 

340 

1.0e-31 

149 

50 

(U51740) secreted glycoprotein 3 



[Ipomoea trifida] 



17017 

48191JL.R1040 

epx701109018.hl 

BLASTX 

g2961357 

159 

6.0e-17 

78 

67 

(AL022140) putative protein [Arabidopsis thaliana] 
17018 

48202_1.R1040 
LIB3093-023-Q1-K1-F6 

17019 

48202_2.R1040 
leu701145196.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



17020 

48207_1.R1040 

LIB3093-023-Q1-K1-G11 

BLASTX 

g3643192 

143 

8.0e-09 
53 
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% identity 51 

NCBI Description (AF087435) unknown [Arabidopsis thaliana] 



Seq. No. 


17021 


Contig ID 


48227 1.R1040 


5' -most EST 


LIB3093-023-Q1-K1-F2 


Seq. No. 


17022 


uonrig lu 


a o o ^ q i Din/in 


5 f -most EST 


LIB3093-023-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4467098 


BLAST score 


370 


E value 


2.0e-35 


Match length 


146 


% identity 


65 


NCBI Description 


(AL035538) putative protein [Arabidop 


Seq. No. 


17023 


Contig ID 


48238_1.R1040 


5 T -most EST 


trc /uu5ooilo.nl 


Method 


BLASTX 


NCBI GI 


g2911066 


BLAST score 


189 


E value 


6- Oe-14 


Match length 


69 


% identity 


57 


NCBI Description 


{AL021960) adrenodoxin - like protein 




thaliana] 


Seq. No. 


17024 


Contig ID 


48246 1.R1040 


5 f -most EST 


LIB3093-023-G1-K1-B5 


Seq. No. 


17025 


Contig ID 


48252 1.R1040 


5' -most EST 


LIB3139-073-P1-N1-G4 


Method 


BLASTX 


NCBI GI 


g4455335 


BLAST score 


1059 


E value 


1.0e-116 


Match length 


270 


% identity 


31 


NCBI Description 


(AL035525) putative protein [Arabidop 


Seq. No. 


17026 


Contig ID 


48257 1.R1040 


5 ! -most EST 


LIB3170-021-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2408068 


BLAST score 


572 


E value 


1.0e-58 


Match length 


288 


% identity 


38 


NCBI Description 


(Z99165) hypothetical protein [Schizo 


Seq. No. 


17027 



[Schizosaccharomyces pombe] 



2812 



Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48263_1.R1040 

bnh700764610.hl 

BLASTX 

g4467359 

863 

4.0e-93 

172 

95 

(AJ002685) Phosphatidylinositol 4- 
thaliana] 



kinase [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17028 

48266JL.R1040 

uC-gmrominsoy202b09bl 

BLASTX 

g2505865 

318 

5.0e-29 

228 

17 

(Y12227) putative topoisomerase [Arabidopsis thaliana] 
17029 

48273JL.R1040 
xzm700763804.hl 

17030 

48274JL.R1040 

uC-gmrominsoyO 4 2 cO 9b 1 

BLASTX 

g4325344 

400 

1.0e-38 

162 

52 

(AF128393) similar to beta-transducins (Pfam: PF00400, 
Score=71.7, E=1.5e-17, N=6) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



17031 

48281J..R1040 
LIB3093-022-Q1-K1-H11 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17032 

48284_1.R1040 
uxk700668544.hl 

17033 

48287JL.R1040 

leu701155105.hl 

BLASTX 

g4056552 

177 

1.0e-12 

41 

71 

(AL034583) putative nucleotide binding protein 
[Schizosaccharomyces pombe] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17034 

48287_2.R1040 

LIB3107-029-Q1-K1-F6 

BLASTX 

g4056552 

594 

2-0e-61 

159 
67 

(AL034583) putative nucleotide binding protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17035 

48288J..R1040 

LIB3093-022-Q1-K1-G4 

BLASTX 

g3193298 

198 

5.0e-15 

124 

32 

(AF069298) T14P8.17 gene product [Arabidopsis thaliana] 
17036 

48302_1.R1040 

LIB3093-022-Q1-K1-G3 

BLASTX 

g3252868 

501 

2.0e-50 
203 

48 , 
(AF033536) putative zinc transporter [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



17037 

48313JL.R1040 
jC-gmle01810086al2al 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



17038 

48313_3.R1040 
zhf700964760.hl 

17039 

48315__1.R1040 

LIB3107-031-Q1-K1-G10 

BLASTN 

g3341467 

90 

6.0e-43 

190 

87 

Nicotiana tabacum BBF1 gene 
17040 

48347_1.R1040 
uaw700660873.hl 



2814 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17041 

48349JL.R1040 

LIB3093-019-Q1-K2-G7 

BLASTX 

g2829870 

220 

6.0e-18 

99 
48 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



17042 

48354JL.R1040 
LIB3109-019-Q1-K1-D7 



Seq. No. 
Contig ID 
5 '-most EST 



17043 

48355JL.R1040 
LIB3093-019-Q1-K2-H7 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17044 

48377JL.R1040 

jC-gmfl02220133d09al 

BLASTX 

g2961371 

227 

1.0e-18 

114 
41 

(AL022141) hypothetical protein (fragment) 
thaliana] 



[Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



17045 

48381_1.R1040 
LIB3093-019-Q1-K1-G4 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17046 

48382JL.R1040 

hyd700726484.hl 

BLASTX 

gl346218 

243 

2.0e-20 

139 

39 

PROBABLE GMP SYNTHASE ( GLUTAMINE-HYDROLYS ING ) (GLUTAMINE 
AMI DOTRANS FERASE ) (GMP SYNTHETASE) 
>gi_1001583_dbj_BAA10210_ (D64000) GMP synthetase 
[Synechocystis sp.] 



Seq. No. 
Contig ID 
5 1 -most EST 



17047 

48400_1.R1040 
zhf700958152.hl 



Seq. No. 
Contig ID 
S'-most EST 



17048 

48402_1.R104Q 
g4313506 



2815 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 ! -most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17049 

48403JL.R1040 
g5510222 

17050 

48403_2.R1040 

uC-gmflminsoy014f06bl 

BLASTX 

g2911072 

1108 

1.0e-121 

403 
58 

(AL021960) putative protein 
17051 

48438_1.R1040 
LIB3093-019-Q1-K1-B11 



17052 

48447_1.R1040 

LIB3138-011-Q1-N1-B1 

BLASTX 

g481812 

396 

2.0e-38 

90 

39 

DNA-binding protein GT-2 
>gi_4 1 6 4 9 0_emb_CAA5 1 2 8 9_ 
thaliana] 



[Arabidopsis thaliana] 



- Arabidopsis thaliana 

(X72780) GT-2 factor [Arabidopsis 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



17053 

48447_2.R1040 

zsg701129820.hl 

BLASTX 

g283004 

417 

8.0e-41 

115 

37 

DNA-binding protein Gt-2 - rice >gi_20249_emb_CAA48328_ 
(X68261) gt-2 [Oryza sativa] 

17054 

48464_1.R1040 
uC-gmrominsoy217b01bl 

17055 

48471JL.R1040 
g4276939 

17056 

48472JL.R1040 

LIB3093-018-Q1-K2-E9 

BLASTX 



2816 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



g3063439 
187 

7.0e-14 

60 

62 

(AC003981) F22013.1 [Arabidopsis thaliana] 
17057 

48484J..R1040 
LIB3093-018-Q1-K1-C8 

17058 

48486_1.R1040 
uC-gmropic025c03bl 

17059 

48487JL.R1040 
LIB3093-018-Q1-K1-D10 

17060 

48494JL.R1040 

uC-gmflminsoy029h06bl 

BLASTX 

g2811230 

1118 

1.0e-123 

275 
36 

(AF042670) fimbrin 1 [Arabidopsis thaliana] 



17061 

48495J..R1040 

rca701001627.hl 

BLASTX 

g2956717 

106 

4.0e-ll 

108 

53 

(Y09722) beta-carotene hydroxylase 2 



[Capsicum annuum] 



17062 

48498J..R1040 
LIB3093-018-Q1-K2-E2 



Seq. No. 
Contig ID 
5 '-most EST 



17063 

48504_1.R1040 
LIB3093-018-Q1-K1-B5 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



17064 

48512_1.R1040 

uC-gmflminsoy058d01bl 

BLASTX 

g2160138 

169 

9.0e-12 
78 
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% identity 

NCBI Description 



22 

(AC000375) No definition line found [Arabidopsis thaiiana] 



Seq. No. 


17065 




Contig ID 


48513 1.R1040 




5 f -most EST 


LIB3093-018-Q1-K1 


-C3 


Seq. No. 


17066 




Contig ID 


48516 1.R1040 




5' -most EST 


pmv700893960.hl 




Seq. No. 


17067 




Contig ID 


48522 1.R1040 




5 '-most EST 


LIB3093-018-Q1-K1 


-H9 


Seq. No. 


17068 




font i a TD 


48528 1 R1040 




5 '-most EST 


LIB3093-018-Q1-K2 


-A5 


Method 


BLASTX 




NCBI GI 


gl208497 




BLAST score 


161 




E value 


7.0e-ll 




Match length 


105 




% identity 


40 




NCBI Description 


(D38125) EREBP-4 


[Ni 


Seq. No. 


17069 




v^ljii i i_y j_ u 


48541 1.R1040 




5 '-most EST 


k!1701213929.hl 




Method 


BLASTX 




NCBI GI 


g2213600 




BLAST score 


448 




E value 


1.0e-44 




Match length 


151 




% identity 


58 




NCBI Description 


(AC000348) T7N9.20 [j 


Seq. No. 


17070 




Contig ID 


48606 1.R1040 




J ILL WO L DO 1 


LIB3093-017-Q1-K1 


-GI 


Method 


BLASTN 




NCBI GI 


gl220521 




BLAST score 


281 




E value 


1.0e-156 




Match length 


441 




% identity 


91 




NCBI Description 


Glycine max TATA-box 




cds 




Seq. No. 


17071 




Contig ID 


48613 1.R1040 




5 '-most EST 


LIB3093-017-Q1-K1 


-H2 


Method 


BLASTX 




NCBI GI 


g2731637 




BLAST score 


151 




E value 


8.0e-10 




Match length 


106 





(STBP1) mRNA, complete 



2818 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



33 

(U70667) 



Fas-ligand associated factor 1 [Homo sapiens] 



17072 

48624JL.R1040 
fde700871052.hl 

17073 

48637_1-R1040 
LIB3093-017-Q1-K2-E10 

17074 

48638JL.R1040 

LIB3093-017-Q1-K1-C4 

BLASTX 

g2262105 

814 

3.0e-87 

221 

67 

(AC002343) unknown protein [Arabidopsis thaliana] 
17075 

48639JL.R1040 

LIB3109-038-Q1-K1-F4 

BLASTX 

gll71577 

156 

3.0e-10 

123 

32 

(X95343) hypersensitivity-related gene [Nicotiana tabacum] 
17076 

48641_1.R1040 
LIB3093-017-Q1-K2-C7 

17077 

48643_1.R1040 

LIB3093-017-Q1-K1-C9 

BLASTN 

g2656026 

56 

1.0e-22 

88 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDF20 

17078 

48646_1.R1040 
LIB3093-017-Q1-K2-D2 

17079 

48649JL.R1040 

g5058341 

BLASTX 



2819 



\TPT3T PT 




BLAST score 


1424 


E value 


1.0e-158 


Match length 


438 


% identity 


66 


NCBI Description 


(Y15193) GAI [Arabidopsi; 


Seq. No. 


17080 


Contig ID 


48649 2.R1040 


5 '-most EST 


LIB3170-032-Q1-J1-F7 


Method 


BLASTX 




g^ooy y Jo 


BLAST score 


299 


E value 


6.0e-27 


Match length 


84 


% identity 




NCBI Description 


(Y15193) GAI [Arabidopsi. 


Seq. No. 


17081 


contig iu 


4 o bou I . K1U4 U 


5' -most EST 


LIB3093-017-Q1-K1-D6 


Seq. No. 


17082 


Contig ID 


4odoz 1.K1U4U 


5' -most EST 


LIB3093-017-Q1-K1-D3 


Seq. No. 


17083 


Contig ID 


4oooo 1.R1U4U 


5' -most EST 


uC-gmronoir04 9a02bl 


Seq. No. 


17084 


Contig ID 


48653 2.R1040 


5' -most EST 


LIB3106-063-Q1-K1-G11 


Seq. No. 


17085 


Contig ID 


48662 1.R1040 


5' -most EST 


LIB3093-017-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g629561 


BLAST score 


297 


E value 


/ . ue— z / 


Match length 


136 


% identity 


44 


NCBI Description 


SRG1 protein - Arabidops. 




>gi_4 7904 7_emb_CAA5 5 65 4_ 




thaliana] 


Seq. No. 


17086 


Contig ID 


48665 1.R1040 


5' -most EST 


rca700998588.hl 


Method 


BLASTX 


NCBI GI 


g2497217 


BLAST score 


148 


E value 


4.0e-09 


Match length 


137 


% identity 


31 



(X7 9052) SRG1 [Arabidopsis 



NCBI Description HYPOTHETICAL 59.5 KD PROTEIN IN HDF1-MRPL33 INTERGENIC 



2820 



REGION >gi_1078537_pir S54592 hypothetical protein YMR285 

- yeast (Saccharomyces cerevisiae) >gi_825551_emb_CAA89783 
(Z49704) unknown [Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5' -most EST 



17087 

48665_2.R1040 
LIB3093-017-Q1-K1-B3 



Seq. No. 
Contig ID 
5 T -most EST 



17088 

48667_1.R1040 
fua701040508.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17089 

48685JL.R1040 

LIB3093-017-Q1-K1-A12 

BLASTX 

g3513726 

303 

2.0e-27 

187 

32 

(AF080118) F8M12.23 gene product [Arabidopsis thaliana] 
>gi_4539354_emb_CAB40048.1_ (AL049525) putative protein 
[Arabidopsis thaliana] 



Seq. No. 


17090 


Contig ID 


48688 1.R1040 


5 '-most EST 


LIB3109-057-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl514649 


BLAST score 


595 


E value 


1.0e-85 


Match length 


216 


% identity 


59 


NCBI Description 


(X86021) potassium channel [Solanum 


Seq. No. 


17091 


Contig ID 


48698 1.R1040 


5 '-most EST 


rca701001056.hl 


Method 


BLASTN 


NCBI GI 


g2924257 


BLAST score 


479 


E value 


0.0e+00 


Match length 


814 


% identity 


89 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


17092 


Contig ID 


48708 1.R1040 


5' -most EST 


LIB3093-015-Q1-K1-C7 


Method 


BLASTN 


NCBI GI 


g3334660 


BLAST score 


118 


E value 


1.0e-59 


Match length 


350 


% identity 


83 


NCBI Description 


G.max mRNA for putative cytochrome 



2821 



€1 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17093 

48724_1.R1040 

LIB3093-017-Q1-K1-D1 

BLASTX 

g2494151 

153 

5.0e-10 

44 

68 

DNAJ PROTEIN >gi_2119734_pir JC4739 chaperonin dnaJ 

Bacillus stearothermophilus >gi_1568475_emb_CAA62240_ 
(X90709) dnaJ [Bacillus stearothermophilus] 



Seq. No. 
Contig ID 
5' -most EST 



17094 

48762JL.R1040 
LIB3093-017-Q1-K1-A9 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17095 

48766_1.R1040 

g5342750 

BLASTX 

gll72829 

557 

1.0e-56 

217 
50 

POLY (A) + RNA EXPORT PROTEIN >gi_1362233_pir A56119 RNA 

export protein rael - fission yeast (Schizosaccharomyces 
pombe) >gi_625094 (U14951) polyA+ RNA export 
[Schizosaccharomyces pombe] >gi_2842504_emb_CAAl6856_ 
(AL021748) polya+ rna export protein [Schizosaccharomyces 
pombe] 



Seq. No. 
Contig ID 
5' -most EST 



17096 

48769JL.R1040 
crh700851395.hl 



Seq. No. 
Contig ID 
5 '-most EST 



17097 

48770_1.R1040 
jC-gmle01810087al0al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17098 

48771_1.R1040 

LIB3093-016-Q1-K2-G10 

BLASTX 

g4220534 

155 

4.0e-10 

92 

38 

(AL035356) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



17099 

48774_1.R1040 

uC-gmronoir030c01bl 

BLASTX 



2822 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



g3851636 
824 

3.0e-88 

190 

82 

(AF098519) unknown [Avicennia marina] >gi_4128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 

17100 

48780JL.R1040 
LIB3093-016-Q1-K2-G9 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17101 

48781JL.R1040 

LIB3093-016-Q1-K2-H1 

BLASTX 

gl658503 

253 

1.0e-21 

139 

44 

(U75467) Atu [Drosophila melanogaster] 
17102 

48782JL.R1040 

LIB3093-016-Q1-K1-A11 

BLASTX 

g2213600 

249 

3.0e-21 

112 

45 

(AC000348) T7N9.20 [Arabidopsis thaliana] 
17103 

48787_1.R1040 

LIB3093-016-Q1-K2-H3 

BLASTX 

g4406764 

322 

6.0e-30 

74 

82 

(AC006836) putative uridylyl transferase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17104 

48787_2.R1040 

LIB3138-080-P1-N1-F8 

BLASTX 

gll46165 

523 

3.0e-53 

172 

66 

(L47479) uroporphyrin III methylase [Arabidopsis thaliana] 



2823 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



17105 

48789JL.R1040 
LIB3107-074-Q1-K1-D9 

17106 

48789_2.R1040 
ary700764389.hl 

17107 

48791_1.R1040 

uC-gmrominsoy268a01bl 

BLASTX 

g3775997 

300 

4.0e-27 

111 

61 

(AJ010462) RNA helicase [Arabidopsis thaliana] 
17108 

48791_2.R1040 
kll701208910.hl 



Seq. No. 
Contig ID 
5 '-most EST 



17109 

48797_1.R1040 
LIB3093-016-Q1-K1-C10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17110 

48805JL.R1040 

LIB3093-016-Q1-K2-C7 

BLASTX 

g4454051 

162 

1.0e-14 

115 
47 

(AL035394) 
thaliana] 



putative polygalacturonase [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17111 

48810JL.R1040 

LIB3094-044-Q1-K1-C4 

BLASTX 

g3157943 

362 

2.0e-34 

135 

53 

(AC002131) Contains similarity to BAP 31 protein gb_X81816 
from Mus musculus. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



17112 

48810_2.R1040 

taw700660074.hl 

BLASTX 

g3157943 

293 



2824 



E value 
Match length 
% identity 
NCBI Description 



2.0e-26 

104 

53 

(AC002131) Contains similarity to BAP 31 protein gb_X81816 
from Mus musculus. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 ' -most EST 



17113 

48812_1.R1040 
LIB3093-016-Q1-K1-D2 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17114 

48821_1.R1040 

LIB3093-016-Q1-K2-C6 

BLASTX 

gl732204 

299 

9.0e-27 

165 

38 

(U65015) putative aldolase [Vibrio furnissii] 
17115 

48827J..R1040 

LIB3093-016-Q1-K1-B7 

BLASTX 

g585084 

633 

5.0e-66 

232 

54 

ELONGATION FACTOR G, MITOCHONDRIAL PRECURSOR (MEF-G) 

>gi_543383_pir S40780 translation elongation factor G, 

mitochondrial - rat >gi_310102 (L14 684) elongation factor G 
[Rattus norvegicus] 

17116 

48832_1.R1040 

zpv700762974.hl 

BLASTX 

g4456758 

194 

7.0e-15 
97 
45 

(AJ000691) heat shock protein 17.4 



[Quercus suber] 



17117 

48836_1.R1040 

LIB3093-016-Q1-K2-C5 

BLASTX 

g4455232 

215 

3.0e-17 

51 

73 

(AL035523) putative protein [Arabidopsis thaliana] 



2825 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



17118 

48837JL.R1040 

awf700836967.hl 

BLASTX 

g3643608 

534 

1.0e-54 

135 
74 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
17119 

48837_2.R1040 

LIB3093-016-Q1-K1-G10 

BLASTX 

g3643608 

220 

7.0e-18 

69 
58 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
17120 

48844_1.R1040 

LIB3093-016-Q1-K1-H11 

BLASTX 

gll36434 

150 

1.0e-09 

103 

35 

(D80009) KIAA0187 [Homo sapiens] 
17121 

48845JL.R1040 

LIB3167-078-P1-K2-H12 

BLASTX 

g4262242 

519 

1.0e-52 

121 

80 

(AC006200) NADC homolog [Arabidopsis thaliana] 
17122 

48845_2.R1040 
xpa700793925.hl 



Seq. No. 
Contig ID 
5 '-most EST 



17123 

48851_1.R1040 
LIB3093-016-Q1-K2-A7 



Seq. No. 
Contig ID 
5' -most EST 



17124 

48870_1.R1040 
zsg701126036.hl 



Seq. No. 



17125 



2826 



Contig ID 


48935 1.R1040 


5 r -most EST 


LIB3094-082-Q1-K1-H2 


Method 


BLASTX 


MPTJT (IT 


y 4 jo / &o £, 


BLAST score 


1214 


E value 


1.0e-134 


Match length 


328 


% identity 




NCBI Description 


(AC006841) putative DNAJ prot 


Seq. No. 


17126 


uont-ig id 




5 T -most EST 


fde700870601.hl 


Seq. No. 


17127 


Contig ID 


48938 1.R1040 


5 1 -most EST 


LIB3106-071-P1-K1-D12 


Seq. No. 


17128 


Contig ID 


48940 1.R1040 


5 '-most EST 


kll701210345.hl 


Method 


BLASTX 


NCBI GI 


g3033375 


Dh£\oi score 


jUo 


E value 


9.0e-31 


Match length 


118 


% identity 


62 


NCBI Description 


(AC004238) putative berberine 




thaliana] 


Seq. No. 


17129 


Contig ID 


48943 1.R1040 


5 1 -most EST 


zhf700961810.hl 



[Arabidopsis 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g3396079 

306 

7.0e-28 

112 

51 

{AF080173) inositol 1, 3, 4-trisphosphate 5/6-kinase 
[Arabidopsis thaliana] 



.R1040 

-015-Q1-K1-G6 



17130 
48948JL. 
LIB3093- 
BLASTX 
g2281086 
229 

6.0e-19 

102 
45 

(AC002333) indole-3-acetate beta-glucosyltransferase isolog 
[Arabidopsis thaliana] 

17131 

48950_1.R1040 
LIB3093-015-Q1-K2-F4 



2827 



€1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

. Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



BLASTX 

g4337001 

384 

4.0e-37 

87 
74 

(AF118129) 
tabacum] 



Tsil-interacting protein TSIP1 [Nicotiana 



17132 

48951_1.R1040 

LIB3093-015-Q1-K2-F5 

BLASTX 

g4455309 

301 

3.0e-27 

82 

71 

(AL035528) hypothetical protein [Arabidopsis thaliana] 
17133 

48957JL.R1040 
LIB3093-015-Q1-K1-G10 

17134 

48961_1.R1040 
fC-gmst700667058f2 

17135 

48962_1.R1040 

smc700748845.hl 

BLASTX 

g3411051 

1707 

0.0e+00 

422 

79 

(AF032448) ethylene receptor [Malus domestical 
17136 

48967_1.R1040 

uC-gmrominsoy320e02bl 

BLASTX 

g2129655 

495 

7.0e-50 

153 

63 

OBP32pep protein - Arabidopsis thaliana (fragment) 
>gi_1022799 (U37698) OBP32pep [Arabidopsis thaliana] 

17137 

48970_1.R1040 

LIB3093-014-Q1-K1-E7 

BLASTX 

g4335722 

195 



2828 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



7.0e-15 

98 

44 

(AC006248) hypothetical protein [Arabidopsis thaliana] 
17138 

48970_2.R1040 

jC-gmro02910022e07al 

BLASTX 

g4335722 

155 

3.0e-10 

85 
41 

(AC006248) hypothetical protein [Arabidopsis thaliana] 
17139 

48971_2.R1040 

LIB3138-071-P1-N1-G6 

BLASTX 

g4101473 

623 

7.0e-65 

151 

83 

(AF003382) KEA1 [Arabidopsis thaliana] 
17140 

48973__1.R1040 

LIB3093-015-Q1-K1-E4 

BLASTX 

g!871182 

581 

5.0e-60 

134 

79 

(U90439) phospholipase D isolog [Arabidopsis thaliana] 
17141 

48975_1.R1040 
LIB3093-015-Q1-K2-E7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



17142 

48976JL.R1040 

ncj700982261.hl 

BLASTX 

g2829865 

506 

6.0e-66 

162 

78 

(AC002396) N-terminal region similar to DNA-J proteins 
[Arabidopsis thaliana] 

17143 

48992_1.R1040 
LIB3093-015-Q1-K1-D2 



2829 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 



BLASTX 

gl575595 

155 

3.0e-10 

45 

67 

(U67717) fimbrin/plastin-like [Triticum aestivum] 
17144 

48999_1.R1040 

uaw700663173.hl 

BLASTX 

g2909583 

450 

3.0e-83 

440 

42 

(AL021926) oxcA [Mycobacterium tuberculosis] 
17145 

49001J..R1040 

ssr700554360.hl 

BLASTX 

g3142303 

1206 

1.0e-133 

381 

47 

(AC002411) Strong similarity to MRP-like ABC transporter 
gb_JJ92 650 from A. thaliana and canalicular multi-drug 
resistance protein gb_L49379 from Rattus norvegicus. 
[Arabidopsis thaliana] 

17146 

49021J..R1040 
LIB3093-015-Q1-K1-A11 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



17147 

49025J..R1040 
LIB3093-015-Q1-K1-A5 



17148 

49105_1.R1040 

g4290356 

BLASTX 

gl311536 

333 

7.0e-31 

70 
84 

(L77969) aquaporin 



[Spinacia oleracea] 



17149 

49107JL.R1040 
gsv701044321.hl 
BLASTX 
g2245012 



2830 



# 



BLAST score 


189 


E value 




Match iengtn 




% identity 


71 


NCBI Description 


(Z97341) hypothetical protein [Arabidopsis thaliana] 


beg. NO. 


X / XDKJ 


Contig ID 


49107 2.R1040 


5 T -most EST 


LIB3093-014-Q1-K1-H2 


Seq. No. 


1 / 101 


Contig ID 


49108 1.R1040 


5 1 -most EST 


LIB3139-011-P1-N1-C11 


beg. no. 


171^9 
1 / lOZ 


Contig ID 


49109 1.R1040 


5 1 -most EST 


LIB3093-014-Q1-K1-H4 


Seq. No. 


1 71 

1 / 100 


Contig id 


4Qi i n i Rin4D 


5 T -most EST 


T TDT1 fT^ — ft £Q — P1 — 'K'l — Rl 1 

lilDOlUO UDO rl JM 1511 


Seq. No. 


1 / LuQ 


Contig ID 


4yill 1.K1U4U 


o 1 -most hbl 


ySl / UUD joli J . ill 


Method 


BLASTX 


NCBI GI 


g4567262 


BLAST score 


603 


E value 


1 • Uc 


Match length 


1 ft j 


% identity 


7 Q 
/ O 


NCBI Description 


/Ap^n^Q^ 1 ^ nn +- a +- i \t-q nbi ■! mi i i~ "i n r Ar^h n done; is thaliana! 


Seq. No. 


nice 

1 / 100 


Contig ID 


>1Q110 1 T5 1 Pi 4 H 
4I?llz l.KlU^U 


b -most hbl 


lilr50U_70 UJ.fi yi Ja^ H.7 


Method 


BLASTX 


NCBI GI 


gl / / oi4o 


BLAST score 


270 


E value 


1.0e-23 


Match lengtn 


/ b 


% identity 


Do 


NCBI Description 


(UDDriUZ; pnOSpriaLc/ piiUopxivJt;iiux|jy i. u. v a. uc L-iancxuvoi-wj. 


precursor [Nicotiana tabacuni] 


Seq. No. 


1 / lob 


Contig ID 


>! Q1 'S'S 1 Pi CiA n 

4yioJ 1.K1U3U 


rr t — — — +- "COT 1 

o —most, hb i 


VI 1 7fl1 9nAft 61 hi 


Method 


t)T no m v 
BLAo 1 a 


MpDT r*T 
JNUDl ul 




BLAST score 


626 


E value 


6.0e-65 


Match length 


211 


% identity 


59 


NCBI Description 


(Z97343) EREBP-4 homolog [Arabidopsis thaliana] 



Seq. No. 17157 



2831 



wUHL-Ly XU 


49140 1.R1040 


S'-mnql" F.ST 

.J 1UUO L DO ± 


uC-gmf lmins oy 0 7 8 dl Ob 1 


IMC LllWLA 


BLAST N 




a4-52360 

U T J jL J V V 


BLAST score 


410 


E value 


0.0e+00 


M^t - cY\ 1 print* h 


730 




89 


NCBI Description 


V.faba mRNA for guanine nucleotide regulatory 




(807bp) 


OcCJ, IN O • 


1 71 S P 

J. f J. J o 


LOilLlCj LU 


4Q1 46 1 R1 040 


J XLLL/& U CjO 1 


T,TB30^3-014-Ol-Kl-D9 


O \2 L^ . LN \J • 


17159 


Pnnf i rr TP) 

WVJIlL-Xy XJJ 


49151 1 R1040 


S'-most EST 


LIB30 93-014 -Q1-K1-E2 




RT.A^TX 


NCBI GI 


g4240169 


BLAST score 


222 


Hi value 


5 . 0e-18 


L v la.L.CXl Icily Hi 


153 


% identity 


10 


NCBI Description 


(AB020647) KIAA0840 protein [Homo sapiens] 


d e CJ . IN O • 


17160 


o 7-. -4— 4 /-f jn 
LOntly 1U 


4Q1 1 "R 1 04 0 


o most Cioi 


T TR?0Q^-01 4-H1 -K1 -Fft 


oeq. wo. 


1 71 61 


uonuig id 


4Qi i 731 040 




T.TB3 0 93-0 14 -01-K1-B8 


Method. 


O LxriO -LA 


NCBI GI 


g4544394 


BLAST score 


167 


Hi V Ct_L LLC 


2. 0e-ll 


Ma +* r^Vi 1 pn rr i~ Pi 

i\La.LL-il lCliyL.ll 


168 


% identity 


33 


NCBI Description 


(AC007047) hypothetical protein [Arabidopsis 


OCCJ • INU • 


1 71 6? 

1 / 1 U^. 


Contig ID 


49166 1.R1040 


5 1 -most EST 


LIB3093-014-Q1-K1-C4 


dorr M/"\ 

oeq. lno. 


1716? 

1 / 1UJ 


Contig ID 


49170 1.R1040 


5 '-most EST 


LIB3093-014-Q1-K1-D1 


oeq. no. 


1 71 £>A 

X / X 


uonuig 1JJ 


AQ1 71 1 R1 040 


5 '-most EST 


LIB3093-014-Q1-K1-D11 


Seq. No. 


17165 


Contig ID 


49171 2.R1040 


5 '-most EST 


crh700850093.hl 



2832 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



17166 

49183_1.R1040 

jC-gmro02910041071al 

BLASTX 

g2352998 

173 

3.0e-12 

104 

31 

(AF014461) EXO70 protein [Mus musculus] 
17167 

49185_1. R1040 
zsg701119049.hl 

17168 

49185_2.R1040 

uC-gmrominsoy208allbl 

BLASTX 

g4454050 

377 

5.0e-36 

151 

54 

(AL035394) putative protein [Arabidopsis thaliana] 
17169 

49200_1.R1040 
LIB3093-014-Q1-K1-H6 



Seq. No. 

Contig ID 
5 '-most EST 



17170 

49264_1.R1040 

uC- gmr omins oy 1 6 8 cO 2bl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17171 

49265JL.R1040 
rlr700900395.hl 

17172 

49276JL.R1040 

LIB3093-013-Q1-K1-H3 

BLASTX 

g2498864 

152 

1.0e-09 

48 
58 

RRP5 PROTEIN HOMOLOG (KIAA0185) >gi_11364 30_dbj_BAA11502_ 
(D80007) similar to hypothetical protein YM9959.11C of 
S.cerevisiae. [Homo sapiens] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



17173 

49280_1.R1040 

LIB3093-013-Q1-K2-G2 

BLASTX 

g4008010 

261 



2833 



E value 


1.0e-22 


iYiaucn lengtii 


XZ -J 


^ iaent.iT-.y 




NCBI Description 


(AF084036) receptor-like protein kinase [Arabidopsis 




thaliana] 


Seq. No. 


1/1/4 


Contig ID 


49281 1.R1040 


5 1 -most EST 


LIB3093-013-Q1-K2-G3 


Seq. No. 


1/1/0 


Contig ID 


49282 1.R1040 


5 '-most EST 


LIB3093-013-Q1-K1-G4 


Seq. No. 


1/1/0 


oonuig iu 


4Z7ZOZ Z.r\lUf±U 


5 -most EST 


LlDoloy- U /o-rl-Nl-n / 


Seq. No. 


1 / 1 / / 


Contig ID 


4yzoo 1.K1U4U 


o -most bo i 


-if-rnnTaOl Q1 f) H Q A -FPl "3a 1 

] L-gitiieuioiuuy^iujdi 


Method 


DT t\ onpv 
BliAb 1 A 


NCBI GI 


g 4454458 


BLAST score 


266 


E value 


o . Ue-z o 


Match length 


73 


% identity 


75 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


Seq. No. 


1 / 1 / O 


Contig ID 


yi QOQ1 1 "Din/in 

4yzyi 1.K1U4U 


5 1 -most EST 


3C-gmstOz4UUUooeUoaz 


Seq. No. 


i /i / y 


Contig ID 


4yzyi Z.K1U4U 


o -most Hjoi 


J yilLSUUZ 1UUU / Dulldl 


Method 


JDltfiD 1 A 


NCBI GI 


O O O /"> CO c 

g3oouoob 


bLtAoi score 


1DD 


E value 


3.0e-ll 


Match length 


114 


% identity 


32 


NCBI Description 


(Z79758) cDNA EST EMBL:D34582 comes from this gene; 


EST EMBL:D37744 comes from this gene; cDNA EST EMBL: 



comes from this gene; cDNA EST EMBL:D67838 comes from this 
gene; cDNA EST yk355g!0.3 comes from this gene; cDNA 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17180 

49291_3.R1040 

uC-gmrominsoy033h09bl 

BLASTX 

g3643105 

174 

2.0e-12 

87 

37 

(AF077950) protein inhibitor of activated STAT protein 



2834 



# 



PIAS1 [Mus musculus] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 ' -most EST 



17181 

49293_1.R1040 
LIB3093-013-Q1-K2-E2 

17182 

49293_2.R1040 
f jg700968486.hl 

17183 

49294_1.R1040 
LIB3093-013-Q1-K1-E3 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5* -most EST 



17184 

49295_1.R1040 
LIB3093-013-Q1-K1-E5 

17185 

49301_1.R1040 

gsv701056267.hl 

BLASTX 

g2832685 

539 

5.0e-55 

191 

60 

(AL021712) putative protein [Arabidopsis thaliana] 
17186 

49304_1.R1040 
LIB3093-013-Q1-K1-F5 

17187 

49311_1.R1040 

g5510376 

BLASTX 

g4559377 

1402 

1.0e-156 

343 

75 

(AC006526) putative photomorphogenesis repressor protein 
COP1 [Arabidopsis thaliana] 

17188 

49311_2.R1040 
jC-gmst02400065d06a2 

17189 

49316_1.R1040 
LIB3093-013-Q1-K2-D3 



Seq. No. 
Contig ID 
5 '-most EST 



17190 

49317_1.R1040 
LIB3093-013-Q1-K2-D4 



2835 



# 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17191 

49317_2.R1040 

bnc700605528.h2 

BLASTX 

g299703 

152 

7.0e-10 

94 
19 

(S58544) 75 kda infertility-related sperm protein [human, 
testis, Peptide Partial, 528 aa] [Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



17192 

49323_1.R1040 
LIB3093-013-Q1-K1-E10 



Seq. No. 

Contig ID 
5' -most EST 



17193 

49324_1.R1040 
bth700845584.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17194 

49330__1.R1040 

g5753636 

BLASTX 

g3287695 

470 

2.0e-46 

338 

38 

(AC003979) Similar to hypothetical protein C34B7.2 
gb_1729503 from C. elegans cosmid gb_Z83220. [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17195 

49330_3.R1040 

fde700875013.hl 

BLASTX 

g3287695 

152 

4.0e-10 

76 
43 

(AC003979) Similar to hypothetical protein C34B7.2 
gb_1729503 from C. elegans cosmid gb_Z83220. [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17196 

49332_1.R1040 

fde700872894.hl 

BLASTX 

g2688619 

184 

3.0e-28 

153 

43 

(AE001169) conserved hypothetical protein [Borrelia 
burgdorferi] 



2836 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17197 

49335JL.R1040 

LIB3093-013-Q1-K1-C12 

BLASTX 

g4512714 

347 

1.0e-32 

81 

85 

(AC006569) hypothetical protein [Arabidopsis thaliana] 



Seq. No, 

Contig ID 
5 '-most EST 



17198 

49346__1.R1040 
jC-gmst02400014e09al 



Seq. No. 
Contig ID 
5" -most EST 



17199 

49346_2.R1040 
LIB3093-013-Q1-K1-A10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17200 

49349JL.R1040 

taw700659888.hl 

BLASTX 

g4204288 

596 

1.0e-61 

198 

56 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



17201 

49350_1.R1040 
jC-gmle01810094hl0al 



Seq. No. 

Contig ID 
5 '-most EST 



17202 

49401_1.R1040 
ncj700980514.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17203 

49446J..R1040 

eep700868863.hl 

BLASTX 

g!362017 

179 

9.0e-13 

115 

46 

zinc finger protein 4 - Arabidopsis thaliana >gi_7 9067 9 
(L39647) zinc finger protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



17204 

49446_2.R1040 
uC-gmropic018bl0bl 



Seq. No. 



17205 



2837 



# 



Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49456_1.R1040 

uC-gmropic037h04bl 

BLASTX 

gl361983 

811 

8.0e-87 

235 

63 

ARP protein - Arabidopsis thaliana >gi_88 64 34_emb_CAA8 9858_ 
(Z49776) ARP protein [Arabidopsis thaliana] 



Seq. No. 


i ^ o n a 


Contig ID 


a & a tin i Di n 
4 y 4 3 / 1 . K1U4 U 


5 1 -most EST 


LIBJlUo-Uob-yi-is.l-blU 


Method 


JbSliAb 1 A 


NCBI GI 


gz i jy^oy 


BLAST score 


338 


E value 


z . ue-oi 


Match length 


izy 


% identity 


DU 


NCBI Description 


(AC002505) putative pectine 


Seq. No. 


17207 


Contig ID 


49460 1.R1040 


5 1 -most EST 


pcp700994914.hl 


Seq. No. 


17208 


Contig ID 


49467 1.R1040 


5' -most EST 


g5677428 


Method 


BLASTX 


NCBI GI 


gl28392 


BLAST score 


227 


E value 


2.0e-18 


Match length 


111 


% identity 


38 


NCBI Description 


NONSPECIFIC LIPID-TRANSFER 



•TEIN PRECURSOR (LTP) 
(PHOSPHOLIPID TRANSFER PROTEIN) (PLTP) >gi_170117 (M58635) 
lipid transfer protein [Spinacia oleracea] 

>gi_228406_prf 1803519A lipid transfer protein [Spinacia 

oleracea] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17209 

49468_1.R1040 

LIB3093-005-Q1-K1-G5 

BLASTX 

g2224547 

485 

3.0e-50 

219 

50 

(AB002301) KIAA0303 [Homo sapiens] 



Seq. No. 

Contig ID 
5' -most EST 



17210 

49468_2.R1040 
uaw700666326.hl 



Seq. No. 



17211 



2838 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# • 

49468_3.R1040 
fC-gmle700873886rl 



17212 

49480_1.R1040 

fua701042706.hl 

BLASTX 

g3367568 

374 

2.0e-35 

109 

60 

(AL031135) protein kinase 
thaliana] 



like protein [Arabidopsis 



17213 

49482JL.R1040 

V4L-01-Q1-B1-B2 

BLASTX 

g3878874 

159 

1.0e-10 

81 
41 

(Z69793) R03A10.3 [Caenorhabditis elegans] 
17214 

49483_1.R1040 
kmv700739084.hl 

17215 

49489_1.R1040 
zsg701125943.hl 

17216 

49490_1.R1040 

LIB3093-012-Q1-K1-C9 

BLASTX 

gl418331 

295 

1.0e-26 

138 

46 

(X95909) receptor like protein kinase [Arabidopsis 
thaliana] 

17217 

49491JL.R1040 

jC-gmst02400037d03al 

BLASTX 

g3702641 

255 

5.0e-22 

112 

42 

(AL031825) similar to human 75k autoantigen 
[Schizosaccharomyces pombe] 



2839 



# 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17218 

49494_1.R1040 

uC-gmrominsoy220dl0bl 

BLASTX 

g4335751 

1394 

1.0e-155 
432 
60 

(AC006284) 
thaliana] 



putative methyltransferase [Arabidopsis 



Seq. No. 

Contig ID 
5' -most EST 



17219 

49518_1.R1040 
LIB3093-011-Q1-K1-H2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



17220 

49527_1.R1040 

sat701003812.hl 

BLASTX 

gl931653 

165 

4.0e-ll 

48 

73 

(U95973) unknown protein [Arabidopsis thaliana] 
17221 

49539_1.R1040 
LIB3093-011-Q1-K1-F8 



Seq. No. 
Contig ID 
5' -most EST 



17222 

49546_1.R1040 
zhf700953404.hl 



Seq. No. 

Contig ID 
5 1 -most EST 



17223 

49549_1.R1040 
bth700847859.hl 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17224 

49549_2.R1040 
uC-gmrominsoy041b07bl 

17225 

49550JL.R1040 

LIB3107-061-Q1-K1-F11 

BLASTX 

g4580468 

558 

2.0e-57 

164 

62 

(AC006081) putative protein kinase; similar to human PKX1 
and Drosophila DC2 [Arabidopsis thaliana] 



Seq. No. 



17226 



2840 



Lorrtig iu 


1 R1040 


5 -most Lbi 


y^oio / id 


Seq. No. 




Contig xu 


A Q^fi 1 R1 04 0 


0 ITLOST, £iO 1 


vzv7 007 53 4 63. hi 


Method 


i31irt.O 1 A 


NCBI GI 


g2982456 


BLAST score 


591 


E value 


o . ue oi 


Match length 


zuo 


% identity 




NCBI Description 


/ TiT 09999"^ nnf at"i VP DTOtein 


Seq. No. 


1 7998 


Contig id 


4 Q^7 1 R1040 


0 IllOSL. ILO 1 


leu701144587 .hi 


Method. 


OJ_tr\0 1 A 


NCBI GI 


gl064883 


BLAST score 


298 


E value 


i • ue i o 


Match length 




% identity 


^ Q 


NCBI Description 




Seq. No. 


i / zzy 


Contig ID 


a f^A i ri nd n 

4^30*1 l.r\.iu*iu 


0 — ITLOSt CjO 1 


nsw7nrTfi^^7 0i hi 


Method 


OliAo 1 IN 


NCBI GI 


gbobyui 


BLAST score 


400 


E value 


0.0e+00 


Match length 




■s identity 


o o 


NCBI Description 


L.esculentum (UC82-B) mRNA 


particle (SRP) specific pre 


Seq. No. 


1 79^0 


Contig ID 


49566 1.R1040 


5' -most EST 


zzp700835553.hl 


Seq. No. 


i Tool 
1 / ZjI 


Contig ID 


49566_2.R1040 


5' -most EST 


uC-gmropic016e06bl 


Seq. No. 


1 / ZoZ 


Contig lu 


A QR£Q 1 13 1 04 0 


5 '-most EST 


PlTv? A A 9 ^1 "hi 

smc / uu / ft4Zji . ni 


Seq. No. 


1 / Zjj 


Contig ID 




C 1 c+- T7CT 

o -most .bo i 


nf-rrmrnn i n 1 0 4 rrf) 7 h)1 


Method 


BLASTX 


NCBI GI 


g4049353 


BLAST score 


1110 


E value 


1.0e-121 


Match length 


334 



for 54-kD signal recognition 



2841 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



63 

(AL034567) putative protein [Arabidopsis thaliana] 
17234 

49581_1.R1040 
awf700841030.hl 

17235 

49582_1.R1040 

uC-gmflminsoy058a08bl 

BLASTN 

gl255447 

39 

1.0e-12 

111 

85 

Arabidopsis thaliana mRNA for mitogen-activated protein 
kinase, complete cds 

17236 

49597_1.R1040 
LIB3093-011-Q1-K1-B5 

17237 

49601JL.R1040 

uC-gmronoir043a07bl 

BLASTX 

g2522534 

235 

3.0e-19 

77 
41 

(AF027302) TNF-alpha stimulated ABC protein [Homo sapiens] 
17238 

49601_2.R1040 
LIB3138-04 6-Q1-N1-E5 

17239 

49610_1.R1040 

jC-gmle01810051e03al 

BLASTX 

gl507699 

155 

6.0e-10 

69 

26 

(L81119) C0L2 [Arabidopsis thaliana] >gi_1507701 (L81120) 
C0L2 [Arabidopsis thaliana] 

17240 

49612_1.R1040 

LIB3093-010-Q1-K1-H4 

BLASTX 

g3927831 

949 

1.0e-103 



2842 



Match length 

% identity 

NCBI Description 




235 
54 

(AC005727) similar 
thaliana] 



to mouse ankyrin 




3 [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17241 

49627_1.R1040 

LIB3093-010-Q1-K1-F2 

BLASTN 

g2351066 

38 

5.0e-12 

82 
87 

Arabidopsis thaliana genomic DNA f chromosome 5, PI clone: 
M0P9, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



17242 

49629_1.R1040 

uC-gmf IminsoyO 6 9g0 6b 1 



Seq. No. 
Contig ID 
5 ' -most EST 



17243 

49632_1.R1040 
LIB3093-010-Q1-K1-E12 



Seq. No. 


17244 




Contig ID 


49635 1.R1040 




5 '-most EST 


g4395685 




Method 


BLASTX 




NCBI GI 


g2894565 




BLAST score 


369 




E value 


4.0e-35 




Match length 


127 




% identity 


57 


[Arabidopsis thaliana] 


NCBI Description 


(AL021890) heat shock protein - like 


Seq. No. 


17245 




Contig ID 


49638 1.R1040 




5 T -most EST 


eep700866065.hl 




Method 


BLASTX 




NCBI GI 


g2801536 




BLAST score 


505 




E value 


6.0e-51 




Match length 


139 




% identity 


68 


[Oryza sativa] 


NCBI Description 


(AF039531) lysophospholipase homolog 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17246 

49638_2.R1040 

uxk700669254.hl 

BLASTX 

g2801536 

182 

8.0e-14 

74 
54 

(AF039531) lysophospholipase homolog 



[Oryza sativa] 



2843 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17247 

49653JL.R1040 

LIB3093-010-Q1-K1-B6 

BLASTX 

g3063444 

596 

1.0e-61 

155 

72 

(AC003981) F22013.5 [Arabidopsis thaliana] 
17248 

49658J..R1040 
LIB3093-010-Q1-K1-C11 

17249 

49662JL.R1040 

eep700865070.hl 

BLASTX 

gll74621 

550 

4.0e-56 

205 

55 

T-COMPLEX PROTEIN 1, THETA SUBUNIT (TCP-1-THETA) 

(CCT-THETA) >gi_1083259_pir JC4073 TCP-1 containing 

cytosolic chaperonin (CCT) theta chain - mouse 
>gi_695625_emb_CAA85521_ (Z37164) CCTtheta, theta subunit 
of the chaperonin containing TCP-1 (CCT) [Mus musculus] 



Seq. No. 
Contig ID 
5' -most EST 



17250 

49668_1.R1040 
LIB3093-009-Q1-K1-H7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17251 

49672JL.R1040 

dpv701099116.hl 

BLASTX 

gl800147 

331 

6.0e-45 

199 
59 

(U83655) membrane associated protein [Arabidopsis thaliana] 
17252 

49672_2.R1040 

j C-gmf 102220053b03al 

BLASTX 

g3080389 

376 

4.0e-36 

111 

69 

(AL022603) putative membrane associated protein 
[Arabidopsis thaliana] 



2844 



€1 



Seq. No* 
Contig ID 
5 1 -most EST 



17253 

49680JL-R1040 
rca701002007.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17254 

49682JL.R1040 

LIB3093-009-Q1-K1-H3 

BLASTX 

g2492597 

190 

6.0e-14 

112 

38 

HYPOTHETICAL ABC TRANSPORTER ATP-BINDING PROTEIN SLL0182 
>gi_1001688__dbj_BAA10424_ (D64002) ABC transporter 
[Synechocystis sp.T 

17255 

49699JL.R1040 

LIB3109-015-Q1-K1-E8 

BLASTX 

g4538920 

250 

3.0e-21 
64 
38 

(AL049483) 
thaliana] 



nitrogen fixation like protein [Arabidopsis 



17256 

49699_2.R1040 

zsg701124482.hl 

BLASTX 

g4538920 

380 

2.0e-36 

134 

47 

(AL049483) nitrogen fixation like protein [Arabidopsis 
thaliana] 



Seq, No. 
Contig ID 
5 T -most EST 



17257 

49708_1.R1040 
LIB3093-009-Q1-K1-F1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17258 

49719J..R1040 

LIB3093-009-Q1-K1-D1 

BLASTX 

g2465923 

435 

1.0e-42 

191 
50 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 



2845 



# 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17259 

49730_2.R1040 

jC-gmfl02220082g03al 

BLASTX 

g3785978 

318 

4.0e-29 

67 
79 

(AC005560) unknown protein 



[Arabidopsis thaliana] 



17260 

49746JL.R1040 

LIB3093-009-Q1-K1-B12 

BLASTN 

g255572 

81 

1.0e-37 

157 
88 

small auxin up RNA gene cluster: orf 15A [Glycine 
max=soybeans, cv. Wayne, Genomic, 637 nt] 

17261 

49752J..R1040 

zhf 700963111. hi 

BLASTX 

g3914801 

410 

5.0e-40 

171 

49 

DNA- DIRECTED RNA POLYMERASE I 135 KD POLYPEPTIDE (RNA 
POLYMERASE I SUBUNIT 2) (RPA135) (RNA POLYMERASE I 127 KD 
SUBUNIT) >gi_2739048 (AF025424) RNA polymerase I 127 kDa 
subunit [Rattus norvegicus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



17262 

49757JL.R1040 

jC-gmro02 91004 6g02al 

BLASTX 

g3005931 

1787 

0.0e+00 

533 

64 

(AJ005016) ABC transporter 
17263 

49763_1.R1040 

leu701151240.hl 

BLASTX 

g3075397 

166 

1.0e-ll 
48 



[Homo sapiens] 



2846 



% identity 69 

NCBI Description (AC004484) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17264 

49765J..R1040 
jC-gmfl02220065g07al 

17265 

49770_1.R1040 

pcp700989705.hl 

BLASTX 

g3128217 

941 

1.0e-102 

275 

69 

(AC004077) hypothetical protein [Arabidopsis thaliana] 
>gi_3337374 (AC004481) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17266 

49782JL.R1040 

txt700735461.hl 

BLASTX 

gl03313 

263 

9.0e-23 

105 

49 

probable cell cycle control protein crn - fruit fly 
(Drosophila melanogaster ) >gi_28274 96_emb_CAA15705_ 
(AL009195) EG:30B8.1 [Drosophila melanogaster] 



Seq. No. 


17267 


Contig ID 


49787 1.R1040 


5 '-most EST 


LIB3093-008-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g4508074 


BLAST score 


215 


E value 


4.0e-17 


Match length 


163 


% identity 


38 


NCBI Description 


(AC005882) 45341 [Arabidops 


Seq. No. 


17268 


Contig ID 


49794 1.R1040 


5' -most EST 


rlr700898006.hl 


Method 


BLASTX 


NCBI GI 


g2335100 


BLAST score 


531 


E value 


5.0e-54 


Match length 


143 


% identity 


69 


NCBI Description 


(AC002339) unknown protein 


Seq. No. 


17269 


Contig ID 


49797JL.R1040 



2847 



5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4277038 
BLASTX 
g4454468 
383 

5.0e-37 

136 
54 

(AC006234) putative NADH dehydrogenase [Arabidopsis 
thaliana] 

17270 

49802_1.R1040 

LIB3093-008-Q1-K1-D10 

BLASTN 

gl498314 

109 

3.0e-54 

314 

85 

Pisum sativum import intermediate associated protein 100 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17271 

49810_1.R1040 

epx701108526.hl 

BLASTX 

g2947070 

364 

2.0e-34 

127 

39 

(AC002521) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



17272 

49810^2. R1040 
rca701001009.hl 



Seq. No. 
Contig ID 
5' -most EST 



17273 

49810_3.R1040 
fde700874894.hl 



Seq. No. 

Contig ID 
5 '-most EST 



17274 

49813_1.R1040 
LIB3093-008-Q1-K1-E10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17275 

49824JL.R1040 

uaw700666259.hl 

BLASTX 

gl00226 

334 

3.0e-31 

139 

44 

hypothetical protein 



tomato >gi_19275_emb_CAA78112_ 



2848 



(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 



Seq. No. 
Contig ID 
5' -most EST 



17276 

49833JL.R1040 
LIB3093-008-Q1-K1-A9 



Seq. No. 
Contig ID 
5 T -most EST 



17277 

49844JL.R1040 
LIB3093-008-Q1-K1-A2 



Seq. No. 
Contig ID 
5' -most EST 



17278 

49848_1.R1040 
LIB3093-008-Q1-K1-A5 



Seq. No. 
Contig ID 
5 '-most EST 



17279 

49849_1.R1040 
leu701151025.hl 



Seq. No. 
Contig ID 
5' -most EST 



17280 

49850_1.R1040 
jC-gmfl02220084g03dl 



Seq. No. 
Contig ID 
5 T -most EST 



17281 

49851_1.R1040 
LIB3170-038-Q1-K1-G5 



Seq. No. 
Contig ID 
5 1 -most EST 



17282 

49851_2.R1040 
LIB3093-008-Q1-K1-A8 



Seq. No. 


17283 


Contig ID 


49859 1.R1040 


5 T -most EST 


pmv700893094.hl 


Method 


BLASTX 


NCBI GI 


g4335773 


BLAST score 


164 


E value 


4.0e-ll 


Match length 


131 


% identity 


38 


NCBI Description 


(AC006284) unknown pre 


Seq. No. 


17284 


Contig ID 


49859 2.R1040 


5' -most EST 


zsg701121163.hl 


Seq. No. 


17285 


Contig ID 


49860 1.R1040 


5' -most EST 


LIB3093-007-Q1-K1-G11 


Seq. No. 


17286 


Contig ID 


49861 1.R1040 


5' -most EST 


g5607121 


Seq. No. 


17287 


Contig ID 


49864_1.R1040 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



LIB3093-007-Q1-K1-G4 

BLASTX 

g4580456 

173 

3.0e-12 
115 
43 

(AC006081) 



unknown protein [Arabidopsis thaliana] 



17288 

49871_1.R1040 
bth700849494.hl 



Seq. No. 
Contig ID 
5 '-most EST 



17289 

49875_1.R1040 
jC-gmro02910014e05al 



Seq. No. 


17290 


Contig ID 


49885 1.R1040 


5' -most EST 


jC-gmle01810012DU9al 


Seq. No. 


17291 


Contig ID 


49893 1.R1040 


5' -most EST 


LIB3106-015-Q1-K1-G4 


Seq. No. 


17292 


Contig ID 


49903 1.R1040 


5' -most EST 


LIB3093-007-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g2494144 


BLAST score 


191 


E value 


2.0e-14 


Match length 


125 


% identity 


34 


NCBI Description 


/7\^ , nr\oooQ\ ^ ^-3 -i /-i -t- /-v /-J 

(ACUU-iozyj preaictea 




thaliana] 


Seq. No. 


17293 


Contig ID 


49905 1.R1040 


5' -most EST 


LIB3093-007-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2253579 


BLAST score 


208 


E value 


5.0e-16 


Match length 


73 


% identity 


60 


NCBI Description 


(U78721) hypothetical 


Seq. No. 


17294 


Contig ID 


49907 1.R1040 


5* -most EST 


jC-gmro02800033el2al 


Method 


BLASTX 


NCBI GI 


g3021272 


BLAST score 


254 


E value 


1.0e-33 


Match length 


118 


% identity 


62 



predicted leucine-rich protein [Arabidopsis 
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NCBI Description (AL022347) serine /threonine kinase - like protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17295 

49912_1.R1040 

leu701152368.hl 

BLASTX 

g2194142 

617 

1.0e-124 

349 

61 

(AC002062) ESTs gb_N38288, gbJI4348 6, gb_AA395242 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 


17296 


Contig ID 


49913_1.R1040 


5 '-most EST 


LIB3093-007-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3449041 


BLAST score 


264 


E value 


6.0e-23 


Match length 


96 


% identity 


46 


NCBI Description 


(U73462) carbonic anhydrase [Arabidopsis thaliana] 


Seq. No. 


17297 


Contig ID 


49928 1.R1040 


5' -most EST 


LIB3093-006-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g4220462 


BLAST score 


726 


E value 


6.0e-77 


Match length 


183 


% identity 


82 


NCBI Description 


(AC006216) Strong similarity to gb_Z50851 HD-zip ( 


gene from Arabidopsis thaliana containing Homeobox 




and bZIP PF 00170 domains. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17298 

49932_1.R1040 

ssr700554481.hl 

BLASTX 

gl31289 

2309 

0.0e+00 

473 

91 

PHOTOSYSTEM II 44 KD REACTION CENTRE PROTEIN (P6 PROTEIN) 

(CP43) >gi_72709__pir F2NT44 photosystem II chlorophyll 

a-binding protein psbC - common tobacco chloroplast 

>gi_225285_prf 1211235W photosystem II 44kD protein 

[Nicotiana tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 



17299 

49934_1.R1040 
LIB3093-007-Q1-K1-A4 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17300 

49934_2.R1040 
g5509258 

17301 

49938JL.R1040 

smc700747277.hl 

BLASTX 

g2129626 

256 

1.0e-36 

116 
60 

J-domain protein - Arabidopsis thaliana 
>gi_928936_emb_CAA89204_ (Z49238) J-domain protein 

[Arabidopsis thaliana] >gi_1585434_prf 2124427A diamide 

resistance gene [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



17302 

49945JL.R1040 
leu701144974.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17303 

49946_1.R1040 

LIB3093-006-Q1-K1-G6 

BLASTX 

g3461846 

213 

9.0e-25 
99 
31 

(AC005315) 
thaliana] 



putative zinc-finger protein [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



17304 

49953_1.R1040 
LIB3106-106-Q1-K1-F11 

17305 

49964JL.R1040 

seb700649623.hl 

BLASTX 

g730934 

247 

1.0e-20 

72 
60 

QUEUINE TRNA-RIBOSYLTRANSFERASE ( TRNA- GUANINE 
TRANSGLYCOSYLASE) (GUANINE INSERTION ENZYME) 

>gi_2137015_pir S68430 queuine tRNA-ribosyltransf erase (EC 

2.472.29), 60K chain - rabbit >gi_623547 (L37420) queuine 
tRNA-ribosyltransf erase [Oryctolagus cuniculus] 

17306 

49964_2.R1040 
jC-gmfl02220054b!0dl 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



17307 

49972JL.R1040 

xpa700796005.hl 

BLASTX 

g3935170 

186 

1.0e-22 

130 
52 

(AC004557) F17L21.13 [Arabidopsis thaliana] 
17308 

49972_2.R1040 
LIB3109-034-Q1-K1-B7 

17309 

49984JL.R1040 

xpa700794716.hl 

BLASTX 

gl418990 

338 

3.0e-31 

172 
42 

(Z75524) unknown [Lycopersicon esculentum] 
17310 

49990JL.R1040 
LIB3093-006-Q1-K1-B9 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17311 

49999_2.R1040 
LIB3106-102-Q1-K1-B2 

17312 

50010_1.R1040 

gsv701049022.hl 

BLASTX 

g3128181 

473 

2.0e-47 

116 

83 

(AC004521) unknown protein [Arabidopsis thaliana] 
17313 

50010_2.R1040 

yzl700966994.hl 

BLASTX 

g3128181 

236 

1.0e-19 

54 

91 

(AC004521) unknown protein [Arabidopsis thaliana] 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq- No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17314 

50017_1.R1040 
LIB3093-005-Q1-K1-G11 

17315 

50017_2.R1040 
pxt700944692.hl 

17316 

50020JL.R1040 
gsv701044420.hl 

17317 

50023J..R1040 

kll701208213.hl 

BLASTX 

g2894610 

211 

1.0e-16 

59 
73 

(AL021889) putative protein [Arabidopsis thaliana] 
17318 

50023_2.R1040 

uC-gmflminsoyl09h05bl 

BLASTX 

g4204697 

1004 

1.0e-109 

328 

62 

(AF117063) putative inositol polyphosphate 5-phosphatase 
At5P2 [Arabidopsis thaliana] 

17319 

50024_1.R1040 
LIB3093-005-Q1-K1-G7 

17320 

50024_2.R1040 
vzy700752324.hl 

17321 

50029_1.R1040 
LIB3093-005-Q1-K1-H2 

17322 

50050J..R1040 

uC-gmropic012d02bl 

BLASTN 

g2264309 

37 

5.0e-ll 

101 
84 

Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone 
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MJJ3, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17323 

50053_1.R1040 
LIB3093-005-Q1-K1-D2 

17324 

50059_1.R1040 

LIB3093-005-Q1-K1-D9 

BLASTX 

g2832402 

162 

4.0e-ll 

33 
88 

(Y15055) dihydroxypolyprenylbenzoate methyltransf erase 
[Arabidopsis thaliana] 

17325 

50062JL.R1040 

LIB3093-005-Q1-K1-E11 

BLASTN 

g4456681 

175 

1.0e-93 

446 
85 

Medicago sativa mRNA for MAP kinase, complete CDS 
17326 

50066_1.R1040 

uC-gmrominsoyl82e04bl 

BLASTX 

g2842493 

379 

3.0e-36 

118 

60 

(AL021749) predicted protein [Arabidopsis thaliana] 
17327 

50066_2.R1040 
uC-gmropic047dl0bl 

17328 

50067_1.R1040 

jC-gmro02910026e03dl 

BLASTX 

gl00225 

457 

5.0e-45 

195 

52 

heat shock transcription factor 8 - tomato 

>gi_19260_emb_CAA47868_ (X67599) heat stress transcription 
factor 8 [Lycopersicon esculentum] 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



17329 

50071JL.R1040 
LIB3093-005-Q1-K1-B9 

17330 

50075JL.R1040 

zpv700760126.hl 

BLASTX 

g3695408 

266 

4.0e-23 

86 

62 

(AF096373) contains similarity to Solanum lycopersicum 
(tomato) wound-induced protein (GB:X59882) [Arabidopsis 
thaliana] >gi_4538956_emb_CAB39780 . 1_ (AL049488) probable 
wound-induced protein [Arabidopsis thaliana] 

17331 

50079_1.R1040 
LIB3093-005-Q1-K1-C7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17332 

50082JL.R1040 

leu701154802.hl 

BLASTX 

g3550661 

407 

1.0e-39 

96 

41 

(AJ001310) 39 kDa EF-Hand containing protein [Solanum 
tuberosum] 



Seq. No. 
Contig ID 
5 1 -most EST 



17333 

50100_1.R1040 
LIB3093-004-Q1-K1-F3 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 



17334 

50101_1.R1040 

LIB3093-004-Q1-K1-F5 

BLASTX 

g3249098 

352 

6.0e-33 

176 

50 

(AC003114) ESTs gb_T04610 / gb_N38459, gb_T45174, gb_R30481 
and gb_N64971 come from this gene. [Arabidopsis thaliana] 

17335 

50124__1.R1040 

seb700651235.hl 

BLASTX 

g3413706 

574 

7.0e-59 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207 
51 

(AC004747) hypothetical protein [Arabidopsis thaliana] 
17336 

50149_1.R1040 

sat701004741.hl 

BLASTX 

g3068714 

150 

1.0e-09 

85 

18 

(AF049236) unknown [Arabidopsis thaliana] 
17337 

50149_2.R1040 

epx701109705.hl 

BLASTX 

g2804436 

146 

3.0e-09 

79 

22 

(AF043695) Similar to mitochondrial carrier protein 
[Caenorhabditis elegans] 

17338 

50157JL.R1040 
LIB3093-004-Q1-K1-A5 

17339 

50164JL.R104Q 
LIB3093-003-Q1-K1-H5 

17340 

50167J..R1040 

LIB3093-003-Q1-K1-G10 

BLASTX 

g3540201 

409 

7.0e-40 

98 

83 

(AC004260) Putative nuclear protein [Arabidopsis thaliana] 
17341 

50178_1.R1040 

LIB3093-003-Q1-K1-H12 

BLASTX 

g3170174 

211 

8.0e-17 

115 

40 

(AF039687) antigen NY-CO-1 [Homo sapiens] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 




17342 

50195JL.R1040 

jC-gmst02400025e08al 

BLASTX 

g2982320 

226 

2.0e-18 

73 
55 

(AF051245) hypothetical protein 
17343 

50204_1.R1040 
LIB3093-003-Q1-K1-D7 

17344 

50209JL.R1040 
uC-gmropic097b04bl 

17345 

50210_1.R1040 
ssr700555328.hl 

17346 

50222_1.R1040 

jC-gmfl02220090b03ai 

BLASTN 

gl70059 

364 

0.0e+00 

853 

97 

Soybean {G.max L.) beta-tubulin 
cds 

17347 

50222_2.R1040 

uC-gmropic075c02bl 

BLASTN 

gl70059 

447 

0.0e+00 

447 

100 

Soybean (G.max L.) beta-tubulin 
cds 

17348 

50234JL.R1040 
jC-gmro02910051dllal 

17349 

50236_1.R1040 

jC~gmst02400026a08al 

BLASTX 

g3298542 

394 




[Picea mariana] 



(S-beta-1) gene, complete 



(S-beta-1) gene, complete 



2858 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



4.0e-38 

132 
58 

(AC004 681) putative cellulose synthase [Arabidopsis 
thaliana] 

17350 

50237_1.R1040 

gsv701046092.hl 

BLASTX 

g2739004 

415 

1.0e-40 

116 

59 

(AF022461) CYP82Clp [Glycine max] 
17351 

50241_1.R1040 
LIB3093-003-Q1-K1-A6 

17352 

50242_1.R1040 
LIB3093-003-Q1-K1-A7 

17353 

50256_1.R1040 

ssr700557766.hl 

BLASTX 

g4200165 

974 

1.0e-106 

214 

80 

(Y16262) neutral invertase [Daucus carota] 
17354 

50262JL.R1040 

LIB3093-002-Q1-K1-H11 

BLASTX 

g3913952 

179 

5.0e-13 

56 
66 

ADENYLATE KINASE (ATP -AMP TRANS PHOSPHORYLASE) >gi_2351578 
(U82330) adenylate kinase homolog [Prunus armeniaca] 

17355 

50262_2.R1040 

gsv701046565.hl 

BLASTX 

g3913952 

201 

7.0e-16 

92 
53 
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NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ADENYLATE KINASE (ATP -AMP TRANSPHOSPHORYLASE) >gi_235157£ 
(U82330) adenylate kinase homolog [Prunus armeniaca] 

17356 

50271_1.R1040 

leu701150465.hl 

BLASTX 

g4455242 

432 

2.0e-42 

118 

66 

(AL035523) geranylgeranylated protein ATGP4 [Arabidopsis 
thaliana] 

17357 

50271_2.R1040 

epx701110139.hl 

BLASTX 

g4455242 

367 

5.0e-35 

96 

69 

(AL035523) geranylgeranylated protein ATGP4 [Arabidopsis 
thaliana] 



Seq. No. 


17358 


Contig ID 


50292J..R1040 


5' -most EST 


uC-gmrominsoyl41d03bl 


Method 


BLASTX 


NCBI GI 


gll71579 


BLAST score 


353 


E value 


8.0e-41 


Match length 


198 


% identity 


43 


NCBI Description 


(X95342) cytochrome P450 [Nicot 


Seq. No. 


17359 


Contig ID 


50293 1.R1040 


5 '-most EST 


pcp700990376,hl 


Method 


BLASTX 


NCBI GI 


gl805654 


BLAST score 


284 


E value 


4.0e-25 


Match length 


129 


% identity 


62 


NCBI Description 


(X99972) calmodulin-stimulated 




oleracea] 


Seq. No. 


17360 


Contig ID 


50301 1.R1040 


S'-most EST 


sat701009538.hl 


Method 


BLASTX 


NCBI GI 


g3757522 


BLAST score 


431 


E value 


4.0e-42 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



178 
60 

(AC005167) putative splicing factor [Arabidopsis thaliana] 
17361 

50301_2.R1040 

uC-gmronoir071g03bl 

BLASTX 

g3757522 

210 

2.0e-16 

103 

59 

(AC005167) putative splicing factor [Arabidopsis thaliana] 
17362 

50301_4.R1040 

uC-gmrominsoyl74h06bl 

BLASTX 

g3757522 

187 

4.0e-14 

45 

80 

(AC005167) putative splicing factor [Arabidopsis thaliana] 
17363 

50314JL.R1040 

LIB3093-002-Q1-K1-C10 

BLASTX 

g2492526 

438 

5.0e-56 

267 

28 

HYPOTHETICAL 93.1 KD PROTEIN YLL034C 

>gi_2131732_pir S64785 hypothetical protein YLL034c - 

yeast (Saccharomyces cerevisiae) >gi_1360222_emb_CAA97483_ 
(Z73139) ORF YLL034c [Saccharomyces cerevisiae] 

17364 

50329JL.R1040 

leu701151179.hl 

BLASTX 

g3341687 

262 

1.0e-22 

91 

57 

(AC003672) putative ras protein [Arabidopsis thaliana] 
17365 

50338J..R1040 
LIB3093-001-Q1-K1-G4 

17366 

50343 1.R1040 
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5 '-most EST 



jC-gmst02400052g04dl 



Qprr No 


17367 


Torit* i a TD 


50346 1.R1040 


R i —mo ct t" F^T 
D IlLUoU HiOl 


LIB3093-001-O1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3892052 


DLiriOl o O W -L C 


359 


Hi VcL-LLLC 


1 Op-34 


Match length 


83 


% identity 


80 


vr/** 1 "Q X O ^ o r~*-r* "i t-\+" n ATI 

lnL'OX UcScripLion 


( ZVPOO 9 110 ^ nrpdi ptpd nrotpin 




rArshi dnn^i s 1~ha1 i anal 


o e q • in o . 


X / J \J 0 


Pnnt" in TP) 


50347 1.R1040 


J ILLvJ O L HjO 1 


LTB30"93-001-Ol-Kl-E5 


Q or* Mo 

^3 « Lh W • 


17369 


Print" in TD 


50370 1.R1040 


5 '-most EST 


uC-gmropic088cllbl 


Method 


BLASTX 




a3367596 


rsj-t/ioi score 


HQ 


hj value 




Match length 




*6 XCacilLXLy 


72 


nubi uescripuion 




064. NO. 


1 7170 


LOilLig ±u 


juj / u <£. • rs. j. u *± \j 


5' -most EST 


fua70l041218.hl 


Method 


BLASTX 


VIpDT (ZT 


n??fi7 E S9fi 
y«j«ju / *j j \j 




91 1 

-L / 


T7 1 tt a 1 no 

Hj vaiue 




\A -f* /™i 1 r> 4— V^i 

riai-cn lengun 


1 ni 


^ XU.eil OX Uy 


77 




(AT. 011135) mutative Drotein 


Q^so* NIo 


17371 


Pnnt" *i rr T H 
<wvjiiL_xy 


50372 1 R1040 


5 '-most EST 


jC-gmro02910017a07al 


Method 


BLASTX 


NOJdX bl 


rrl 4Q1 776 


hSLAol SCOre 


0 j j 


E value 




Match length 


91 Q 
z ± _? 


^ laenuiuy 


7 R 


\T /"*t "D T* Ol >*N i*> /"I V* T "V*"\ -?— t A 

Nubi jjescnption 




Seq. No. 


17372 


Contig ID 


50377 1.R1040 


5 '-most EST 


fde700872527.hl 


Method 


BLASTX 


NCBI GI 


g4204265 


BLAST score 


129 



2862 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No* 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



2.0e-10 

57 

59 

(AC005223) 45643 [Arabidopsis thaliana] 
17373 

50380_1.R1040 
pmv700889747.hl 

17374 

50381_1.R1040 
uC-gmropicl01el2bl 

17375 

50381_2.R1040 
uC-gmropic087f01bl 



Seq. No. 
Contig ID 
5' -most EST 



17376 

50386_1.R1040 
LIB3093-001-Q1-K1-C5 



Seq. No. 
Contig ID 
5 '-most EST 



17377 

50388J.. R1040 
LIB3093-001-Q1-K1-C7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17378 

50409_1.R1040 

zzp700833282.hl 

BLASTX 

g2388564 

331 

3.0e-30 

286 

16 

(AC000098) ESTs gb_AA042402 / gb_ATTS1380 
gene. [Arabidopsis thaliana] 



come from this 



Seq. No. 
Contig ID 
5 '-most EST 



17379 

50413JL.R1040 
vwf700679255.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17380 

50422_1.R1040 
pmv700890339.hl 

17381 

50425_1.R1040 

jC-gmle01810030a07a2 

BLASTX 

g2982272 

222 

5.0e-18 

64 
61 

(AF051220) hypothetical protein [Picea mariana] 



Seq. No. 



17382 



2863 



Contig ID 


50436 1.R1040 


5' -most EST 


smc700745278.hl 


Method 


BLASTX 


NCBI GI 


g3135256 


BLAST score 


262 


E value 


1.0e-22 


Match length 


150 


% identity 


43 


NCBI Description 


(AC003058) hypotheti 


Seq. No. 


17383 


Contig ID 


50443 1.R1040 


5 1 -most EST 


jC-gmfl02220114bl2dl 


Seq. No. 


17384 


Contig ID 


50451 1.R1040 


5 1 -most EST 


LIB3093-014-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g4539454 


BLAST score 


272 


E value 


5.0e-24 


Match length 


66 


% identity 


74 


NCBI Description 


(AL049500) contains 


Seq. No. 


17385 


Contig ID 


50469 1.R1040 


5' -most EST 


LIB3093-017-Q1-K1-A2 


Method 


BLASTX 


LN i—> -L \J -L. 


crl465770 


BLAST score 


189 


E value 


2,0e-26 


Match length 


280 






NCBI Description 


(U61233) cofactor D 


Seq. No. 


17386 


Contig ID 


50475 1.R1040 


5 '-most EST 


LIB3139-092-P1-N1-G1 


Seq. No. 


17387 


Contig ID 


50487 1.R1040 


5' -most EST 


hrw701063209.hl 


Method 


BLASTX 


NCBI GI 


g!29808 


BLAST score 


407 


E value 


2.0e-39 


Match length 


128 


% identity 


66 


NCBI Description 


CATIONIC PEROXIDASE 



[Bos taurus] 



2 PRECURSOR >gi_99873_pir B38265 

peroxidase (EC 1.11.1.7) precursor, cationic (clone PNC2) 
peanut >gi_166475 (M37 637) cationic peroxidase [Arachis 
hypogaea] 



Seq. No. 
Contig ID 
5 '-most EST 



17388 

50491JL.R1040 
uC-gmrominsoyl 0 9gl Ibl 



2864 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17389 

50494_1.R1040 

ary700764414.nl 

BLASTX 

g3738302 

692 

9.0e-73 

162 

80 

(AC005309) tubby-like protein [Arabidopsis thaliana] 

>gi 4249398 (AC006072) putative tubby protein [Arabidopsis 

thaliana] 



Seq. No. 
Contig ID 
5 f -most EST 



17390 

50499_1.R1040 
uxk700673162.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17391 

50517JL.R1040 

wrg700790028.h2 

BLASTX 

g2982783 

184 

1.0e-13 

117 

37 

(AE000670) 3-hydroxyisobutyrate dehydrogenase [Aquxfex 
aeolicus] 



Seq. No. 

Contig ID 
5 '-most EST 



17392 

50527JL.R1040 
LIB3093-035-Q1-K1-H12 



Seq. No. 
Contig ID 
5 '-most EST 



17393 

50546_1.R1040 
pxt700941016.hl 



Seq. No. 
Contig ID 
5' -most EST 



17394 

50552_1.R1040 
jC-gmro02910001e08dl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17395 

50554_1.R1040 

ncj700984605.hl 

BLASTX 

g3264757 

159 

1.0e-10 

48 
65 

(AF071888) zeaxanthin epoxidase [Prunus armeniaca] 



Seq. No. 
Contig ID 
5 '-most EST 



17396 

50554_2.R1040 
wvk700683655.hl 



2865 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17397 

50565J..R1040 

LIB3139-095-P1-N1-E7 

BLASTX 

g3334144 

764 

3.0e-81 

213 

71 

Gl/S-SPECIFIC CYCLIN C-TYPE >gi_l 695 698_dbj J3AA131 8 1_ 
(D86925) C-type cyclin [Oryza sativa] 

17398 

50565_4.R1040 
jsh701065285.hl 

17399 

50593JL.R1040 

txt700733958.hl 

BLASTX 

g2459440 

274 

8.0e-24 

153 

37 

(AC002332) putative receptor kinase [Arabidopsis thaliana] 
17400 

50595J..R1040 

LIB3094-033-Q1-K1-F5 

BLASTN 

g3821780 

33 

6.0e-09 

37 
97 

Xenopus laevis cDNA clone 27A6-1 
17401 

50601_1.R1040 

LIB3094-104-Q1-K1-G7 

BLASTX 

g3176664 

164 

5.0e-ll 

150 
36 

(AC004393) Contains similarity to beta scruin gb__247541 
from Limulus polyphemus. ESTs gb_T04493 and gb__AA585955 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



17402 

50601_2.R1040 
hyd700730323.hl 

17403 

50601 3.R1040 



2866 



5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



seb700653969.hl 
17404 

50607JL.R1040 
LIB3094-026-Q1-K1-B11 

17405 

50613JL.R1040 
LIB3094-091-Q1-K1-H6 

17406 

50615_1.R1040 
LIB3094-087-Q1-K1-F2 

17407 

50637JL.R1040 

LIB3094-085-Q1-K1-E12 

BLASTX 

g509810 

536 

2.0e-54 

257 

45 

(L084 68) envelope Ca2+-ATPase [Arabidopsis thaliana] 
17408 

50640_1.R1040 
uC~gmrominsoyl72d02bl 

17409 

50640_2.R1040 
LIB3094-023-Q1-K1-H9 

17410 

50658JL.R1040 

leu701153375.hl 

BLASTX 

g4469020 

342 

6.0e-32 

97 

72 

(AL035602) putative protein (fragment) [Arabidopsis 
thaliana] 

17411 

50658_2.R1040 
LIB3109-035-Q1-K1-G6 

17412 

50658__8.R1040 

uC-gmrominsoyll4c09bl 

BLASTX 

g4469020 

151 

7.0e-10 
63 



2867 



% identity 51 

NCBI Description (AL035602) putative protein (fragment) [Arabidopsis 
thaliana] 



Seg. No. 
Contig ID 
5' -most EST 



17413 

50662_1.R1040 
LIB3094-025-Q1-K1-H5 



Seq. No. 
Contig ID 
5 '-most EST 



17414 

50662_2.R1040 
LIB3138-053-Q1-N1-B2 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17415 

50672_1.R1040 
LIB3094-051-Q1-K1-G5 

17416 

50761_1.R1040 

LIB3170-074-Q1-J1-A5 

BLASTX 

g3551075 

316 

3.0e-49 

151 
65 

(AB011974) maturase [Rosa persica] 
17417 

50762_1.R1040 

LIB3094-100-Q1-K1-E4 

BLASTX 

g3426045 

243 

2.0e-20 

75 

64 

(AC005168) hypothetical protein [Arabidopsis thaliana] 
17418 

50768_1.R1040 

rlr700900569.hl 

BLASTX 

g4467154 

201 

3.0e-29 

82 

77 

(AL035540) putative thaumatin-like protein [Arabidopsi 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



17419 

50777_1.R1040 

jC-gmle01810063f07al 

BLASTX 

g2244999 

898 

1.0e-96 



2868 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



398 
48 

(Z97341) similarity to phaseolin G-box binding protein PG2 
[Arabidopsis thaliana] 

17420 

50779_1.R1040 

LIB3094-087-Q1-K1-F7 

BLASTX 

g4218114 

180 

5.0e-13 

94 

50 

(AL035353) putative protein [Arabidopsis thaliana] 
17421 

50789JL.R1040 

LIB3094-100-Q1-K1-C6 

BLASTX 

g2578823 

449 

2.0e-44 

156 

54 

(AB000835) similar to YGR200c [Arabidopsis thaliana] 
17422 

50790_1.R1040 

LIB3107-015-Q1-K1-C7 

BLASTX 

g3036795 

675 

7.0e-71 

244 
55 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi_3805857_emb_CAA21477_ (AL031986) putative protein 
[Arabidopsis thaliana] 

17423 

50792JL.R1040 
zhf700952780.hl 

17424 

50821_1.R1040 

LIB3094-069-Q1-K1-H4 

BLASTX 

g3176710 

333 

5.0e-31 

136 

47 

(AC002392) unknown protein [Arabidopsis thaliana] 
17425 

50821 2.R1040 



2869 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmst02400054h09al 

BLASTX 

g3176710 

239 

2.0e-20 

78 

56 

(AC002392) unknown protein [Arabidopsis thaliana] 
17426 

50855JL.R1040 

uC-gmromins oy 0 5 4 dO 2b 1 

BLASTX 

g4417267 

212 

1.0e-16 

110 
38 

(AC007019) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 17427 

Contig ID 50864JL .R1040 

5 f -most EST uxk700668841 . hi 

Seq. No. 17428 

Contig ID 50864_2 .R1040 

5' -most EST uC-gmrominsoy298allbl 



Seq. No. 17429 

Contig ID 50902_1 . R1040 

S'-most EST zsg701124903.hl 

Method BLASTX 

NCBI GI g2809246 

BLAST score 7 61 

E value 3.0e-97 

Match length 215 

% identity 78 

NCBI Description (AC002560) F2401.15 [Arabidopsis thaliana] 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



17430 

50908_1.R1040 
jC-gmro02910064g08al 
BLASTX 
g3434971 
281 

1.0e-24 
128 
55 

(AB008105) ethylene responsive element binding factor 3 
[Arabidopsis thaliana] 



Seq. No. 17431 

Contig ID 50908_2 . R1040 

5' -most EST jC-gmst02400050e06al 

Method BLASTX 

NCBI GI g3434971 

BLAST score 316 



2870 



E value 
Match length 
% identity 
NCBI Description 



CD 



1.0e-28 

150 
51 

(AB008105) ethylene responsive element binding factor 3 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



17432 

50910_1.R1040 
LIB3094-090-Q1-K1-C10 



Seq. No. 
Contig ID 
5 '-most EST 



17433 

50919JL.R1040 
LIB3094-047-Q1-K1-E12 



Seq. No. 

Contig ID 
5' -most EST 



17434 

50936_1.R1040 
LIB3094-010-Q1-K1-B6 



Seq. No. 
Contig ID 
5 '-most EST 



17435 

50947_1.R1040 
LIB3094-096-Q1-K1-H6 



Seq. No. 
Contig ID 
5 '-most EST 



17436 

50971JL.R1040 
wrg700791813.hl 



Seq. No. 
Contig ID 
5' -most EST 



17437 

50971_2.R1040 
LIB3094-092-Q1-K1-F10 



Seq. No. 
Contig ID 
5 '-most EST 



17438 

50973_1.R1040 
LIB3094-014-Q1-K1-C10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17439 

50990JL.R1040 

LIB3094-089-Q1-K1-E9 

BLASTX 

g4538624 

343 

1.0e-40 

116 

73 

(AJ133502) hypothetical protein [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17440 

51005_1.R1040 

LIB3094-065-Q1-K1-F7 

BLASTN 

gl9394 

50 

4.0e-19 

98 

72 

Tomato U3 small nuclear RNA gene 



Seq. No. 



17441 



2871 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 



51005_3.R1040 

LIB3094-034-Q1-K1-B11 

BLASTN 

gl9394 

50 

4.0e-19 

98 
72 

Tomato U3 small nuclear RNA gene 
17442 

51035_1.R1040 
jC-gmle01810020b!2al 



Seq. No. 
Contig ID 
5 T -most EST 



17443 

51044_1.R1040 
LIB3094-094-Q1-K1-E4 



Seq. No. 

Contig ID 
5 1 -most EST 



17444 

51060_1.R1040 
LIB3094-027-Q1-K1-C11 



Seq. No. 
Contig ID 
5 ! -most EST 



17445 

51060_2.R1040 
tku700646351.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



17446 

51072_1.R1040 

LIB3094-093-Q1-K1-F2 

BLASTX 

g3157936 

140 

1.0e-08 

68 
38 

(AC002131) Contains similarity to NFATc3 gb_U28807 from Mus 
musculus. [Arabidopsis thaliana] 

17447 

51082JL.R1040 
LIB3094-041-Q1-K1-E11 



Seq. No. 
Contig ID 
5' -most EST 



17448 

51197_1.R1040 
LIB3094-090-Q1-K1-H4 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 



17449 

51213JL.R1040 
jC-gmst02400007f05al 

17450 

51313_1.R1040 
fde700874737.hl 



Seq. No. 

Contig ID 
5 '-most EST 



17451 

51346_1.R1040 
LIB3094-009-Q1-K1-F3 



2872 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17452 

51392_1.R1040 

LIB3094-087-Q1-K1-C7 

BLASTX 

g2498329 

472 

2.0e-47 

143 

67 

PATTERN FORMATION PROTEIN EMB30 >gi_212 9665_pir S65571 

pattern-formation protein GNOM - Arabidopsis thaliana 
>gi_1209633 (V36433) GNOM gene product [Arabidopsis 
thaliana] >gi_1335997 (U56140) similar to the Saccharomyces 
cerevisiae Sec7 protein, GenBank Accession Number J03918 
[Arabidopsis thaliana] >gi_1335999 (056141) similar to the 
Saccharomyces cerevisiae Sec7 protein, GenBank Accession 
Number J03918 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



17453 

51471_1.R1040 
LIB3094-022-Q1-K1-C8 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17454 

51511_1.R1040 

LIB3094-054-Q1-K1-H7 

BLASTX 

g2541876 

170 

6.0e-12 

109 
41 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 



Seq. No. 
Contig ID 
5* -most: EST 



17455 

51583_1.R1040 
LIB3094-064-Q1-K1-C11 



Seq. No. 

Contig ID 
S'-most EST 



17456 

51583_2.R1040 
g4313305 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1040 

-081-Q1-K1-F6 



17457 
51595JL. 
LIB3094- 
BLASTX 
g3786007 
522 

2.0e-57 

185 

64 

(AC0054 99) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



17458 

51638_1.R1040 
LIB3138-022-Q1-N1-E9 



2873 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 



BLASTX 

g3695379 

700 

7.0e-74 

202 

70 

(AF096370) contains similarity to a C. elegans hypothetical 
protein F44G4.1 (GB:Z49910) and several yeast hypothetical 
proteins such as 35.1 KD protein in NAM8-GAR1 intergenic 
region (SP:P38805) [Arabidopsis thaliana] 

17459 

51638_2.R1040 

gsv701051351.hl 

BLASTX 

g3695379 

509 

2.0e-51 

188 
60 

(AF096370) contains similarity to a C. elegans hypothetical 
protein F44G4.1 {GB:Z49910) and several yeast hypothetical 
proteins such as 35.1 KD protein in NAM8-GAR1 intergenic 
region (SP:P38805) [Arabidopsis thaliana] 

17460 

51669_1.R1040 
LIB3094-030-Q1-K1-B8 



Seq. No* 
Contig ID 
5 '-most EST 



17461 

51705_1.R1040 
LIB3094-078-Q1-K1-E8 



Seq. No. 
Contig ID 
5' -most EST 



17462 

51736_1.R1040 
LIB3094-077-Q1-K1-H10 



Seq. No. 
Contig ID 
5' -most EST 



17463 

51737JL.R1040 
LIB3094-077-Q1-K1-C7 



Seq. No. 
Contig ID 
5 '-most EST 



17464 

51829JL.R1040 
LIB3094-037-Q1-K1-D7 



Seq. No. 

Contig ID 
5 1 -most EST 



17465 

51859JL.R1040 
LIB3094-028-Q1-K1-H12 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



17466 

51928_1.R1040 
pmv700889483.hl 

17467 

51979_1-R1040 

epx701108436.hl 

BLASTX 



2874 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



g2981439 
257 

5.0e-22 

154 

40 

(AF051853) t- SNARE SED5 [Arabidopsis thaliana] 
17468 

51979__2.R1040 
LIB3094-072-Q1-K1-C7 

17469 

51989_1.R1040 

uC-gmrominsoy081f 04bl 

BLASTX 

g4097573 

155 

7.0e-10 

72 

42 

(U64917) GMFP7 [Glycine max] 
17470 

51989_3.R1040 
hyd700725021.hl 

17471 

52099_1.R1040 
LIB3094-069-Q1-K1-C11 



Seq. No. 
Contig ID 
5 '-most EST 



17472 

52132JL.R1040 
LIB3094-067-Q1-K1-F9 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



17473 

52138_1.R1040 
kll701206244.hl 

17474 

52138_2.R1040 
kll701205654.hl 

17475 

52153_1.R1040 

LIB3107-018-Q1-K1-D3 

BLASTX 

g203550 

109 

1.0e-08 

108 

40 

(L07281) carboxypeptidase E [Rattus norvegicus] 
17476 

52168_1.R1040 
LIB3094-019-Q1-K1-H7 



2875 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



17477 

52214_1.R1040 

jC-gmle01810085e03al 

BLASTX 

g3184113 

203 

3.0e-15 

134 

33 

(AL023780) zinc finger protein [Schizosaccharomyces pombe] 
17478 

52233JL.R1040 
taw700657431.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



17479 

52296_1.R1040 
LIB3094-063-Q1-K1-H5 

BLASTX 

g3080398 

432 

2.0e-42 

159 
56 

(AL022603) putative protein [Arabidopsis thaliana] 
17480 

52319JL.R1040 

zsg701126379.hl 

BLASTX 

gl703386 

494 

8.0e-50 

182 

51 

ACETYLORNI THINE DEACETYLASE (ACETYLORNITHINASE) (AO) 
(N-ACETYLORNITHINASE) (NAO) >gi_7 63048 (U23957) 
N-acetylornithine deacetylase [Dictyostelium discoideum] 

17481 

52327_1.R1040 
hyd700728012.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17482 

52374_1.R1040 

jex700909093.hl 

BLASTX 

gl61752 

161 

1.0e-10 

146 

11 

(L03710) cnjB [Tetrahymena thermophila] 

>gi_7374 94_prf 1922371A cnjB gene [Tetrahymena 

thermophila] 



Seq. No, 



17483 



2876 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



52389JL.R1040 
LIB3094-022-Q1-K1-B6 

17484 

52414_1.R1040 
uaw700666005.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



17485 

52474_2.R1040 

gsv701046510.hl 

BLASTN 

g2624382 

173 

1.0e-92 

301 

89 

P. vulgaris mRNA 



for cinnamate 4 -hydroxylase 



17486 

52498J..R1040 

LIB3107-025-Q1-K1-F5 

BLASTN 

g2924257 

183 

6.0e-98 

857 

88 

Tobacco chloroplast genome DNA 
17487 

52530_1. R1040 

LIB3094-056-Q1-K1-F2 

BLASTX 

g4417267 

338 

1.0e-31 

128 

59 

(AC007019) hypothetical protein [Arabidopsis thaliana] 
17488 

52533JL.R1040 

LIB3094-007-Q1-K1-H9 

BLASTX 

g3540182 

158 

3.0e-10 

122 
35 

(AC004122) Unknown protein [Arabidopsis thaliana] 
17489 

52536_1.R1040 
LIB3094-048-Q1-K1-G2 

17490 

52536 2.RI040 



2877 



5 T -most EST 



uC-gmflminsoy027d04bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17491 

52609JL.R1040 

uC-gmronoir050hllbl 

BLASTX 

g3420054 

314 

3.0e-28 
335 

36 . 
(AC004680) unknown protein [Arabidopsis thaliana] 

17492 

52642_1.R1040 

LIB3094-053-Q1-K1-A8 

BLASTX 

g3062806 

464 

2.0e-46 
124 

67 . 
(D86198) dolichol-phosphate-mannose synthase [Homo sapiens] 
>gi_4503363_ref_NP_003850 . l_pDPMl_ UNKNOWN 

17493 

52751_1.R1040 

LIB3094-050-Q1-K1-C1 

BLASTX 

g3924612 

416 

8.0e-41 

131 
68 

(AF069442) mitochondrial elongation factor Tu [Arabidopsis 
thaliana] >gi_4263511_gb_AAD15337_ (AC004044) mitochondrial 
elongation factor Tu [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



17494 

52892JL.R1040 
LIB3094-04 6-Q1-K1-D6 



Seq. No. 
Contig ID 
5' -most EST 



17495 

52939_1.R1040 
uC-gmropic059cl2bl 



Seq. No. 
Contig ID 
5' -most EST 



17496 

52952_1.R1040 
ncj700978478.hl 



Seq. No. 
Contig ID 
5' -most EST 



17497 

52999_1.R1040 
LIB3094-026-Q1-K1-H10 



Seq. No. 
Contig ID 
5 f -most EST 



17498 

53018_1.R1040 
jC-gmst02400042fllal 



2878 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



BLASTX 

g2739008 

1432 

1.0e-159 

387 

73 

(AF022463) 



CYP78A3p [Glycine max] 



17499 

53129_1.R1040 

pxt700942841.hl 

BLASTN 

g2827538 

41 

1.0e-13 

65 

91 

Arabidopsis thaliana DNA chromosome 4, BAC clone T12H17 
(ESSAII project) 

17500 

53167_1.R1040 
LIB3094-035-Q1-K1-G6 

17501 

53179JL.R1040 
LIB3106-090-Q1-K1-F12 

17502 

53179_2.R1040 
leu701154473.hl 

17503 

53318J..R1040 
LIB3094-013-Q1-K1-E6 

17504 

53434__1.R1040 

LIB3094-026-Q1-K1-D2 

BLASTX 

g4415937 

153 

5.0e-10 

38 

76 

(AC006418) hypothetical protein [Arabidopsis thaliana] 
17505 

53495_1.R1040 
uC-gmropic029d06bl 

17506 

53538_1.R1040 
LIB3170-073-Q1-J1-D6 



Seq. No. 

Contig ID 



17507 

53538 2.R1040 



2879 



5 '-most EST 



vzy700756038.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17508 

53541J..R1040 

epx701108607.hl 

BLASTX 

g4567247 

542 

2.0e-55 

157 

73 

(AC007070) unknown protein [Arabidopsis thaliana] 
17509 

53713JL.R1040 

vzy700752340.hl 

BLASTX 

g2462748 

629 

9.0e-66 

134 

88 

(AC002292) putative Clathrin Coat Assembly protein 
[Arabidopsis thaliana] 

17510 

53713_2.R1040 

LIB3138-124-Q1-N1-E3 

BLASTX 

g2462748 

491 

2.0e-49 

105 

87 

(AC002292) putative Clathrin Coat Assembly protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



17511 

53731_1.R1040 

ekl700968166.hl 

BLASTX 

g4567275 

302 

1.0e-27 

85 
23 

(AC006841) hypothetical protein [Arabidopsis thaliana] 
17512 

53751_1.R1040 
LIB3094-019-Q1-K1-B12 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



17513 

53824_1.R1040 
pmv700892980.hl 
BLASTX 
g3395758 



2880 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



662 

2.0e-69 

181 

69 

(U76300) unknown [Arabidopsis thaliana] 
17514 

53879_1.R1040 
zhf700953571.hl 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



17515 

54077_1.R1040 
kll701211489.hl 

17516 

54077__2.R1040 
jC-gmro02800029dl0al 

17517 

54077_3.R1040 
uC-gmronoir051el0bl 

17518 

54288JL.R1040 

gsv701050009.hl 

BLASTX 

gl903019 

433 

1.0e-42 

92 

89 

(Y10580) polycomb group [Arabidopsis thaliana] 
17519 

54373JL.R1040 
wvk700685642.hl 

17520 

54412_1.R1040 

LIB3094-002-Q1-K1-D4 

BLASTX 

g3668093 

223 

5.0e-18 

82 

55 

(AC004 667) unknown protein [Arabidopsis thaliana] 
17521 

54469_1.R1040 
LIB3094-025-Q1-K1-F9 

17522 

54487_1.R1040 
LIB3094-018-Q1-K1-H12 



Seq. No. 



17523 
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Contig ID 54504_1.R1040 

5 '-most EST LIB3094-028-Q1-K1-C1 

Seq. No. 17524 

Contig ID 54529_1 . R1040 

5' -most EST leu701155846.hl 

Method BLASTX 

NCBI GI g4510385 

BLAST score 168 

E value 1.0e-ll 

Match length 71 

% identity 41 

NCBI Description (AC007017) unknown protein [Arabidopsis thaliana] 

Seq. No. 17525 

Contig ID 54542_1 . R1040 

5 ' -most EST LIB3094-060-Q1-K1-C7 

Seq. No. 17526 

Contig ID 54669JL .R1040 

5 1 -most EST jC-gmle01810088gllal 

Seq. No. 17527 

Contig ID 54671_1 .R1040 

5' -most EST LIB3106-116-Q1-K1-G9 

Method BLASTN 

NCBI GI g2264314 

BLAST score 46 

E value 1.0e-16 

Match length 125 

% identity 84 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQK4, complete sequence [Arabidopsis thaliana] 

Seq. No. 17528 

Contig ID 54678_1.R1040 

5 '-most EST LIB3106-116-Q1-K1-G11 

Method BLASTX 

NCBI GI g4218120 

BLAST score 394 

E value 6.0e-38 

Match length 101 

% identity 68 

NCBI Description (AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 

Seq. No. 17529 

Contig ID 54680_1 .R1040 

5' -most EST hrw701060402 . hi 

Method BLASTX 

NCBI GI g3080401 

BLAST score 568 

E value 2.0e-58 

Match length 160 

% identity 65 

NCBI Description (AL022603) putative protein [Arabidopsis thaliana] 

>gi 4455265 emb CAB36801.1_ (AL035527) putative protein 



2882 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



17530 

54688_1.R1040 
kll701205216.hl 



Seq. No. 

Contig ID 
5 ? -most EST 



17531 

54689_1.R1040 
LIB3106-116-Q1-K1-E1 



Seq. No. 


17532 


Contig ID 


R A £Q1 1 Dl PlAf) 
0 4by± 1.K1U4U 


5 ' -most EST 


LIBilUD-lUo-yi-ixl-iiil^ 


Seq. No. 


17533 


Contig ID 


c /i coo i Din/n 


r— i j_ T-i o m 

5 -most EST 


pmv /uuooyioz . ni 


Method 


BLASTX 


NCBI GI 


g4580394 


BLAST score 




E value 


1 . Oe-58 


Match length 


163 


% identity 




NCBI Description 


(AC007171) putative ratty acid eiongase [araDiaopsis 




thaliana] 


Seq. No. 


17534 


Contig ID 


54696 1.R1040 


5' -most EST 


leu701157526.hl 


Seq. No. 


17535 


Contig ID 


54720 1.R1040 


5 '-most EST 


uC-gmropicl05hl2bl 


Method 


BLASTX 


NCBI GI 


g3688185 


BLAST score 


254 


E value 


7.0e-22 


Match length 


71 


% identity 


75 


NCBI Description 


(AL031804) putative protein [Arabidopsis thaliana] 


beq. wo. 


1 "7 ^ ^ £ 
1 / jjD 


Contig ID 


54744 1.R1040 


5 1 -most EST 


LIB3106-116-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3080440 


BLAST score 


252 


E value 


1.0e-21 


Match length 


85 


% identity 


54 


NCBI Description 


(AL022605) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


17537 


Contig ID 


54745 2.R1040 


5 1 -most EST 


sat701005941.hl 


Seq. No. 


17538 



2883 



# 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis 



54748_1.R1040 
bth700844939.hl 
BLASTX 
g!362015 
179 

6.0e-13 

95 
46 

zinc finger protein 1 - Arabidopsis thaliana 

>gi_212977 9_pir S71240 zinc finger protein 1 

thaliana >gi_790673 (L39644) zinc finger protein 
[Arabidopsis thaliana] >gi_1297186 (U53501) zinc finger 
protein 1 [Arabidopsis thaliana] 

17539 

54748_2.R1040 

pmv700893905.hl 

BLASTX 

gl362017 

152 

4.0e-10 

34 
76 

zinc finger protein 4 - Arabidopsis thaliana >gi_79067 9 
(L39647) zinc finger protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17540 

54756_1.R1040 

fde700871366.hl 

BLASTX 

gl001311 

309 

5.0e~28 

216 

33 

(D64006) hypothetical protein [Synechocystis sp.] 



Seq. No. 

Contig ID 
5 '-most EST 



17541 

54765_1.R1040 
leu701156153.hl 



Seq. No. 
Contig ID 
5 '-most EST 



17542 

54770_1.R1040 
ssr700556714 .hi 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17543 

54776_1.R1040 

LIB3106-115-Q1-K1-D4 

BLASTX 

g3790571 

156 

3.0e-10 

46 

52 

(AF078823) RING-H2 finger protein RHA2b [Arabidopsxs 
thaliana] 



2884 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17544 

54790_1.R1040 

LIB3106-115-Q1-K1-C10 

BLASTX 

g3915964 

221 

1.0e-17 

244 

26 

HYPOTHETICAL 112.2 KD PROTEIN IN TIF35-NPL3 INTERGENIC 

REGION (ORF1) >gi_2 13148 6_pir S69711 hypothetical protein 

YDR430c - yeast ( Saccharomy ces cerevisiae) >gi_927711 
(U33007) Ydr430cp; CAI: 0.15 [Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17545 

54814_1.R1040 

jC-gmro02910030gllal 

BLASTX 

g2244785 

421 

3.0e-41 

95 

78 

(Z97335) hypothetical protein [Arabidopsis thaliana] 
17546 

54821_1.R1040 

trc700565965.hl 

BLASTX 

g3249577 

335 

5.0e-31 

150 

45 

(AF055573) fragile histidine triad protein [Mus musculus] 
>gi_3264590 (AF047699) fragile histidine triad protein [Mus 
musculus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17547 

54838_1.R1040 

jC-gmst02400004dllal 

BLASTX 

gl946372 

379 

4.0e-36 

118 

61 

(U93215) yeast hypothetical protein YDB1_SCHP0 isolog 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



17548 

54843_1.R1040 

jC-gmst02400060c08dl 

BLASTX 

g3080420 

996 

1.0e-108 



2885 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287 

(A1022604) putative sugar transporter protein [Arabidopsrs 
thaliana] 

17549 

54845J.. R1040 

LIB3106-114-Q1-K1-F2 

BLASTX 

gl717755 

295 

1.0e-26 

83 
64 

TROPINONE REDUCTASE HOMOLOG (P29X) >gi_539028_pir C48674 

tropinone reductase homolog - jimsonweed >gi__424158 
(L20475) 29kDa protein; high homology to aa sequence of 
tropinone reductases [Datura stramonium] 

17550 

54849_1.R1040 

LIB3106-114-Q1-K1-G1 

BLASTX 

g3880399 

152 

6.0e-10 

82 

39 

(Z71267) predicted using Genefinder; cDNA EST yk275h2.3 
comes from this gene; cDNA EST yk309gll.3 comes from this 
gene; cDNA EST yk309gll.5 comes from this gene; cDNA EST 
yk275h2.5 comes from this gene [Caenorhabditis elegans] 



Seq. No. 


17551 


Contig ID 


54862 1.R1040 


5' -most EST 


art700605410.h2 


Seq. No. 


17552 


Contig ID 


54874 1.R1040 


5' -most EST 


LIB3106-114-Q1-K1 


Method 


BLASTX 


NCBI GI 


g4056461 


BLAST score 


367 


E value 


4.0e-35 


Match length 


82 


% identity 


88 


NCBI Description 


(AC005990) F508.3 


Seq. No. 


17553 


Contig ID 


54888 1.R1040 


5 '-most EST 


g5676857 


Seq. No. 


17554 


Contig ID 


54894 1.R1040 


5' -most EST 


ncj700981513.hl 


Seq. No. 


17555 



[Arabidopsis thaliana] 



2886 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54894_2.R1040 
gsv701056196.hl 

17556 

54897JL.R1040 

epx701105103.hl 

BLASTX 

g282994 

654 

2.0e-68 

231 

57 

Sipl protein - barley >gi_ 
protein [Hordeum vulgare] 



167100 (M77475) seed imbibition 



Seq. No. 
Contig ID 
5 '-most EST 



17557 

54911_1.R1040 

LIB3106-113-Q1-K1-E1 

BLASTX 

g2500980 

470 

7.0e-47 

136 

67 

GLUTAMYL - T RNA SYNTHETASE (GLUTAMATE — TRNA LIGASE) (GLURS) 

>gi_1076718_pir S51684 glutamate — tRNA ligase (EC 

6.1.1.17) precursor - barley >gi_60384 9_emb_CAA5 8 5 0 5_ 
(X83523) glutamate — tRNA ligase [Hordeum vulgare] 

17558 

54937_1.R1040 
LIB3106-113-Q1-K1-D3 

17559 

54949_1.R1040 
jC-gmle01810071g07al 

17560 

54961_1.R1040 
LIB3106-112-Q1-K1-G7 

17561 

54962_1.R1040 

fua701039791.hl 

BLASTX 

g3426064 

394 

4.0e-38 

149 

56 

(AJ007588) monooxygenase [Arabidopsis thaliana] 
>gi_4467141_emb_CAB37510_ (AL035540) monooxygenase 2 (M02) 
[Arabidopsis thaliana] 

17562 

54969_1.R1040 
LIB3106-112-Q1-K1-H5 



2887 



Seq. No. 


17563 


Contig ID 


54972_1.R1040 


5 1 -most EST 


LIB3106-112-Q1-K1-H9 


Seq. No. 


17564 


Contig ID 


54994 1.R1040 


5 T -most EST 


LIB3106-112-Q1-K1-E10 


Seq. No. 


17565 


Contig ID 


54998 1.R1040 


5 '-most EST 


uC-gmf Iminsoy026hl0bl 


Method 


BLASTX 


NCBI GI 


g3688600 


BLAST score 


2570 


E value 


0.0e+00 


Match length 


534 


% identity 


85 


NCBI Description 


(AB009030) beta-Amyrin 


Seq. No. 


17566 


Contig ID 


54998 2.R1040 


5 ' -most EST 


fC-gmf 1700905218 j 1 


Method 


BLASTX 


NCBI GI 


g3688600 


BLAST score 


423 


E value 


9.0e-42 


Match length 


116 


% identity 


66 


NCBI Description 


(AB009030) beta-Amyrin 


Seq. No. 


17567 


Contig ID 


55004__1.R1040 


5' -most EST 


LIB3106-112-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3600059 


BLAST score 


416 


E value 


8.0e-41 


Match length 


135 


% identity 


61 


NCBI Description 


(AF080120) contains si 




repeats (Pfam: G-beta. 




[Arabidopsis thaliana] 



[Panax ginseng] 



score: 



WB domains, G-beta 
14.83 and 23.03) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



17568 

55012JL. R1040 

hyd700727781.hl 

BLASTX 

g3445207 

413 

2.0e-41 
174 

55 

(AC004786) unknown protein [Arabidopsis thaliana] 
17569 

55019 1.R1040 



2888 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jOgmle01810033a09a2 

BLASTX 

g3850111 

494 

1.0e-49 

148 
56 

(AL033388) hypothetical integral membrane protein, putative 
involvement in lipid metabolism [Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5' -most EST 



17570 

55020_1.R1040 
zsg701121529.hl 



Seq. No. 
Contig ID 
5' -most EST 



17571 

55049J..R1040 
LIB3170-022-Q1-J1-E11 



Method 


BLASTN 


NCBI GI 


g2656031 


BLAST score 


53 


E value 


1.0e-20 


Match length 


178 


% identity 


86 


NCBI Description 


Arabidopsis thai. 




MXC20 


Seq. No. 


17572 


Contig ID 


55051 1.R1040 


5' -most EST 


vzy700756286.hl 


Method 


BLASTX 


NCBI GI 


g3386598 


BLAST score 


2036 


E value 


0.0e+00 


Match length 


525 


% identity 


73 


NCBI Description 


(AC004 665) putat 


Seq. No. 


17573 


Contig ID 


55051 2.R1040 


5' -most EST 


rlr700902064.hl 


Method 


BLASTX 


NCBI GI 


g3386598 


BLAST score 


472 


E value 


3.0e-47 


Match length 


141 


% identity 


65 


NCBI Description 


(AC004665) putat 


Seq. No. 


17574 


Contig ID 


55051 3.R1040 


5 '-most EST 


zhf700965146.hl 


Method 


BLASTX 


NCBI GI 


g3702348 


BLAST score 


198 


E value 


1.0e-15 


Match length 


50 


% identity 


70 



2889 



NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



(AC005397) putative cytochrome P450, 3 f partial 
[Arabidopsis thaliana] 

17575 

55059_1.R1040 
LIB3106-078-P1-K1-E3 



Seq. No. 

Contig ID 
5 1 -most EST 



17576 

55059_2.R1040 
LIB3167-078-P1-K2-A5 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17577 

55066JL.R1040 
LIB3106-111-Q1-K1-C4 

17578 

55079_1.R1040 
jex700903269.hl 

17579 

55094_1.R1040 
jC-gmst024 00064c06dl 

17580 

55098J..R1040 

uC-gmrominsoyl89bl0bl 

BLASTX 

g3021270 

750 

2.0e-79 

261 

55 

(AL022347) serine/threonine kinase 
[Arabidopsis thaliana] 



-like protein 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



17581 

55098_2.R1040 
jex700904449.hl 

17582 

55103_1.R1040 

fde700874424.hl 

BLASTX 

gll69302 

175 

2.0e-12 

134 

32 

ISOCHORISMATASE (2,3 DIHYDRO-2,3 DIHYDROXYBENZOATE 
SYNTHASE) (SUPEROXIDE-INDUCIBLE PROTEIN 1) (SOU) 
>gi_837333 (U26444) isochorismatase [Bacillus subtilis] 
>gi_2635694_emb__CAB15187_ (Z99120) isochorismatase 
[Bacillus subtilis] 

17583 

55105JL.R1G40 
LIB3106-019-Q1-K1-C8 



2890 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17584 

55110_1.R1040 

LIB3106-110-Q1-K1-H10 

BLASTX 

g3522957 

327 

7.0e-59 

143 

79 

(AC004411) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17585 

55118J..R1040 

ssr700556992.hl 

BLASTX 

g431162 

233 

4.0e-28 

126 

56 

(D21822) ORF [Lilium longif lorum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1040 

-110-Q1-K1-D11 



17586 
55145JL 
LIB3106- 
BLASTX 
g4490756 
346 

2.0e-32 

103 

67 

(AL035708) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



17587 

55147_1.R1040 
LIB3106-110-Q1-K1-D3 



Seq. No. 
Contig ID 
5' -most EST 



17588 

55150_1.R1040 
jC-gmfl02220090gllal 



Seq. No. 
Contig ID 
5 '-most EST 



17589 

55150_2.R1040 
2sg701125064.hl 



Seq. No. 

Contig ID 
5' -most EST 



17590 

55157_1.R1040 
kll701208235.hl 



Seq. No. 
Contig ID 
5' -most EST 



17591 

55195_1.R1040 
zsg701123955.hl 



Seq. No. 
Contig ID 
5' -most EST 



17592 

55203JL.R1040 
LIB3106-109-Q1-K1-G9 



2891 



# 



Seq. No. 
Contig ID 
5 T -most EST 



17593 

55203_2.R1040 
rca700998704.hl 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 * -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



17594 

55204_1.R1040 
LIB3106-021-Q1-K1-H3 

17595 

55205_1.R1040 

crh700854496.hl 

BLASTX 

g3135268 

440 

1.0e-43 

116 

28 

(AC003058) putative RNA-binding protein [Arabidopsis 
thaliana] 

17596 

55213_1.R1040 

LIB3106-005-Q1-K2-B2 

BLASTN 

gl69190 

217 

1.0e-118 

221 
100 

P.hybrida 5-enolpyruvylshikimate 3-phosphate synthase mRNA, 
complete cds 

17597 

55220_1.R1040 
uC-gmropic063e01bl 

17598 

55229_1.R1040 
jC-gmro02800039hllal 

17599 

55231JL.R1040 
wvk700680056.h2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17600 

55238JL.R1040 

zzp700830974.hl 

BLASTX 

g4512698 

882 

2.0e-95 

187 

89 

(AC006569) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



17601 



2892 



Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55239JL.R1040 
hyd700726855.hl 

17602 

55245_1.R1040 

uC-gmropic067g01bl 

BLASTX 

g3033375 

581 

1.0e-60 

208 
56 

(AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



17603 

55248_1.R1040 

uC- gmropi c 1 0 5d0 7b 1 

BLASTX 

g3668089 

348 

1.0e-36 

99 

81 

(AC004 667) unknown protein [Arabidopsis thaliana] 
17604 

55256JL.R1040 

nsy700645679.hl 

BLASTX 

g!076274 

473 

4.0e-58 

275 

47 



NCBI Description cucumisin (EC 3.4.21.25) precursor - muskmelon (fragment) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17605 

55265JL.R1040 

LIB3109-048-Q1-K1-E9 

BLASTX 

g2655008 

694 

6.0e-73 

272 

49 

(AF017144) 
esculentum] 



1-4) -beta-mannan endohydrolase [Lycopersicon 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



17606 

55265_3.R1040 
uC-gmronoir038f08bl 

17607 

55266_1.R1040 
LIB3106-108-Q1-K1-F12 



2893 



# 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



17608 

55277_1.R1040 
zhf700964423.hl 

17609 

55282_1.R1040 
fde700871751.hl 

17610 

55284_1.R1040 
LIB3138-081-P1-N1-F5 

17611 

55286J..R1040 
jC-gmle01810093c06al 

17612 

55293_1.R1040 

zsg701121003.hl 

BLASTX 

g2982445 

218 

2.0e-17 

67 

63 

(AL022224) putative protein [Arabidopsis thaliana] 
17613 

55300JL.R1040 

rlr700897401.hl 

BLASTX 

g4454012 

972 

1.0e-105 

269 

67 

(AL035396) Pollen-specific protein precursor like 
[Arabidopsis thaliana] 



17614 

55303_1.R1040 

jC-gmle01810043g02al 

BLASTX 

g3928085 

271 

9.0e-24 

93 

60 

(AC005770) unknown protein 
17615 

55313JL.R1040 
seb700653088.hl 



[Arabidopsis thaliana] 



17616 

55330_1.R1040 
pxt700945653.hl 
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# 



Seq. No. 


17617 


Contig ID 


55334 1.RHJ4U 


5' -most EST 


LIB3106-107-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3080390 


BLAST score 


237 


E value 


1 . Oe-19 


Match length 


66 


% identity 


68 


NCBI Description 


(AL022603) putative ] 


Seq. No. 


17618 


Contig ID 


55349 1.R1U4U 


5 '-most EST 


gsv7010478 61 . hi 


Method 


DT TV Q TV 


NCBI GI 


g2465923 


BLAST score 


238 


E value 


8.0e-20 


Match length 


96 


% identity 


51 


NCBI Description 


(AF024648) receptor- 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



[Arabidopsis thaliana] 
17619 

55350^1. R1040 
LIB3106-107-Q1-K1-G2 

17620 

55361_1.R1040 

LIB3106-107-Q1-K1-E12 

BLASTX 

g4371280 

203 

9.0e-16 

65 

58 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
17621 

55368_1.R1040 

taw700659009.hl 

BLASTX 

g2897942 

157 

1.0e-10 

93 

39 

(AF003938) thioredoxin-like protein [Homo sapiens] 
>gi_2961254 (AF051896) thioredoxin homolog [Homo sapiens] 
>gi_2970689 (AF052659) thioredoxin-related protein [Homo 
sapiens] 

17622 

55369JL.R1040 

LIB3106-107-Q1-K1-B6 

BLASTX 



2895 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2253119 
987 

1.0e-107 

389 
50 

(AF007099) 



chalcone synthase [Bromheadia f inlaysoniana] 



Seq. No* 


17623 


contig id 




5 '-most EST 


epx7Q11044oo .ni 


Method 


BLASTX 


NCBI GI 


gll75703 


BLAST score 


O O C\ 

ZZiJ 


E value 


1 . Oe-1 / 


Match length 


91 


% identity 


44 


NCBI Description 


rlllrUlHiij 1 lUAJLi ou. j 




(ORF 277) >gi_4 93' 




[Antithamnion sp. 


Seq. No. 




Contig ID 


55374 1.R1040 


5 1 -most EST 


zhf 700958744 .hi 


Seq. No. 


17625 


Contig ID 


55374_2 .R1040 


5' -most EST 


jC-gmro02910022cl 


Seq. No. 


17626 


Contig ID 


55381 1.R1040 


5 '-most EST 


LIB3106-107-Q1-K1 


Seq. No. 


17627 


Contig ID 


55384 1.R1040 


5 '-most EST 


pxt700943342 .hi 


Method 


BLASTX 


NCBI GI 


g3164115 


BLAST score 


282 


E value 


9 . Ue-zo 


Match length 


153 


% identity 


38 


NCBI Description 


(AJ224145) major 


Seq. No. 


17628 


Contig ID 


55386 1.R1040 


5 '-most EST 


LIB3106-107-Q1-K1 


Method 


BLASTX 


NCBI GI 


g3935165 


BLAST score 


320 


E value 


3.0e-29 


Match length 


114 


% identity 


63 


NCBI Description 


(AC004557) F17L21 


Seq. No. 


17629 


Contig ID 


55387 1.R1040 


5 * -most EST 


jex700908229.hl 



KD PROTEIN IN PSAC-ACCA INTERGENIC REGION 



2896 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4454051 

519 

8.0e-53 

113 
85 

(AL035394) 
thaliana] 



putative polygalacturonase [Arabidopsis 



Seq. No. 


17630 


Contig ID 


it c o A A "1 n "1 A / A 

55390 1.R1U4U 


5' -most EST 


sat 7 0100 3583 . hi 


Method 


BLASTX 


NCBI GI 


gl4952ol 


BLAST score 


342 


E value 


A A TO 

4 . ue-oz 


Match length 


76 


% identity 


87 


NCBI Description 


(Z70314) heat-s] 


Seq. No. 


17631 


Contig ID 


55396 1.R1040 


5" -most EST 


LIB3170-079-Q1- 


Method 


BLASTX 


NCBI GI 


g4220461 


BLAST score 


171 


E value 


5.0e-12 


Match length 


77 


% identity 


56 


NCBI Description 


(AC006216) ESTs 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



gene. [Arabidopsis thaliana] 



17632 

55403JL.R1040 

gsv701056492.hl 

BLASTX 

gl616609 

458 

2.0e-45 

157 

55 

(Y08641) PR10-1 



protein [Medicago truncatula] 



17633 

55405__1.R1040 

jC-gmro02910047g06al 

BLASTX 

g4262226 

355 

5.0e-33 

150 

52 

(AC006200) putative protein kinase [Arabidopsis thaliana] 
17634 

55405_2.R1040 
jC-gmle01810056h02al 



2897 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



17635 

55408_2.R1040 
smc700744580.hl 

17636 

55420JL.R1040 

LIB3106-106-Q1-K1-F5 

BLASTX 

g2894599 

179 

5.0e-13 

97 
39 

(AL021889) putative protein [Arabidopsis thaliana] 
17637 

55430_1.R1040 

dpv701097705.hl 

BLASTX 

g4406819 

246 

1.0e-20 
164 

38 

(AC006201) unknown protein [Arabidopsis thaliana] 
17638 

55430_2.R1040 

zpv700760014.hl 

BLASTX 

g4406819 

169 

6.0e-12 

94 

39 

(AC006201) unknown protein [Arabidopsis thaliana] 
17639 

55430_3.R1040 

kll701213960.hl 

BLASTX 

g4406819 

180 

3.0e-13 

91 

45 

(AC006201) unknown protein [Arabidopsis thaliana] 
17640 

55434_1.R1040 
LIB3167-027-P1-K1-D2 

17641 

55438JL.R1040 
jC-gmst02400032d03dl 



2898 



# 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



17642 

55472JL.R1040 
jC-gmfl02220071e09al 

17643 

55482J..R1040 

LIB3106-105-Q1-K1-G9 

BLASTX 

g2342723 

192 

4.0e-14 

107 

34 

(AC002341) unknown protein [Arabidopsis thaliana] 
17644 

55485JL.R1040 

LIB3106-105-Q1-K1-H2 

BLASTX 

g3395436 

239 

1.0e-19 

159 

33 

(AC004 683) unknown protein [Arabidopsis thaliana] 
17645 

55487_1.R1040 

txt700737325.hl 

BLASTN 

g4218522 

135 

1.0e-69 

415 
86 

Pisum sativum niRNA for PPF-1 protein 
17646 

55512_1.R1040 

fC-gmst700662684f6 

BLASTX 

g2916917 

249 

3.0e-21 

137 

42 

(AL022004) hypothetical protein Rv0858c [Mycobacterium 
tuberculosis] 

17647 

55515J..R1040 

leu701157552.hl 

BLASTX 

g3342552 

272 

8.0e-24 
97 



2899 



% identity 

NCBI Description 



57 

(AF076979) 
thaliana] 



putative strictosidine synthase [Arabidopsis 



Seq. No. 


1 *7 C A O 


Contig ID 


CCC'3'3 1 "DlfiilA 


o -most bbi 


LiDoiUo-lUD-yi-l\l-UO 


Seq. No. 


17649 


Contig ID 


55535_1.R1040 


o -most EST 


znt /uuyo^olo.nl 


Metnoa 


DT 7\0 TV 


NCBI GI 


g2980773 


BLAST score 


723 


E value 


q . Oe-83 


Match length 


363 


% identity 


32 


NCBI Description 


(AL022198) putative protein [Arabidopsis 


Seq. No. 


17650 


Contig ID 


______ -t n « a i n 

55550 1.R1040 


5 ' -most EST 


eep7008 64 088 .hi 


oeq. no. 


1 7 £M 
X / 001 


Contig ID 


55561 1.R1040 


5 '-most EST 


fC-gmse7000752125dl 


Method 


BLASTX 


NCBI GI 


g2501647 


BLAST score 


743 


E value 


5.0e-79 


Match length 


154 


% identity 


90 


NCBI Description 


UROPORPHYRINOGEN DECARBOXYLASE PRECURSOR 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



>gi_1362120_pir S55732 uroporphyrinogen decarboxylase - 

common tobacco >gi_1009429_emb_CAA58040_ (X82833) 
uroporphyrinogen decarboxylase [Nicotiana tabacum] 

17652 

55562_1.R1040 

LIB3106-104-Q1-K1-H11 

BLASTX 

g2145356 

951 

1.0e-103 

215 

83 

(Y11122) HD-Zip protein [Arabidopsis thaliana] >gi_3132474 
(AC003096) homeobox protein, ATHB-14 [Arabidopsis thaliana] 

17653 

55565JL.R1040 

g5605943 

BLASTX 

g2213611 

607 

4.0e-63 
164 



2900 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



71 

(AC000103) F21J9.5 [Arabidopsis thaliana] 
17654 

55571JL.R1040 

leu701145294.hl 

BLASTX 

g2262159 

696 

3.0e-73 

187 

67 

(AC002329) predicted protein similar to S.pombe protein 
C5H10.03 [Arabidopsis thaliana] 

17655 

55576JL.R1040 

zzp700835611.hl 

BLASTX 

g4234955 

183 

3.0e-13 

73 
49 

(AF098971) NBS-LRR-like protein cD8 [Phaseolus vulgaris] 
17656 

55596_1.R1040 
epx701109076.hl 

17657 

55600_1.R1040 

LIB3106-104-Q1-K1-C4 

BLASTX 

gl076421 

390 

8.0e-38 

133 

56 

transcription factor TGA3 - Arabidopsis thaliana >gi_304113 
(L10209) transcription factor [Arabidopsis thaliana] 

17658 

55614_1.R1040 

vzy700756233.hl 

BLASTX 

g2961346 

1716 

0.0e+00 

422 

74 

(AL022140) pectinesterase like protein [Arabidopsis 
thaliana] 

17659 

55617_1.R1040 
jC-gmst02400027h04al 



2901 



CI 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g3212852 

280 

8.0e-25 

58 

86 

(AC004005) unknown protein [Arabidopsis thaliana] 
17660 

55618JL.R1040 

LIB3106-104-Q1-K1-B12 

BLAST N 

g3821780 

33 

6.0e-09 

33 
58 

Xenopus laevis cDNA clone 27A6-1 
17661 

55619JL.R1040 

uC-gmrominsoyl27al0bl 

BLASTX 

g3193293 

450 

2.0e-44 

269 

44 

(AF069298) contains a short region of similarity to another 
Arabidopsis hypothetical protein F19K23.8 (GB:AC000375) 
[Arabidopsis thaliana] 

17662 

55620_1.R1040 
gsv701054025.hl 

17663 

55632_1.R1040 

kll701209260.hl 

BLASTX 

g3914467 

250 

3.0e-21 

121 

50 

26S PROTEASOME REGULATORY SUBUNIT S3 (NUCLEAR ANTIGEN 21D7) 
>gi_1864003_dbj_BAA19252_ (AB001422) 21D7 [Nicotiana 
tabacum] 

17664 

55641_1.R1040 

LIB3106-103-Q1-K1-F11 

BLASTX 

g2460203 

217 

2.0e-17 
116 



2902 



CI 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



42 

(AF021244) coronatine-induced protein 1 [Arabidopsis 
thaliana] 

17665 

55644_1.R1040 

LIB3106-103-Q1-K1-F5 

BLASTX 

g4006848 

240 

3.0e-20 

78 

56 

(AJ131433) selenocysteine methyltransf erase [Astragalus 
bisulcatus] 

17666 

55656_1.R1040 
LIB3106-103-Q1-K1-D4 

17667 

55658_1.R1040 
jC-gmro02910020h05al 

17668 

55668JL.R1040 
jex700906346.hl 

17669 

55668_2.R1040 
wrg700786485.hl 

17670 

55673_1.R1040 

fde700875958.hl 

BLASTX 

g3420052 

264 

5.0e-23 

63 

78 

(AC004680) putative ubiqinone reductase [Arabidopsis 
thaliana] 

17671 

55678_1.R1040 
LIB3106-103-Q1-K1-C7 

17672 

55679_1.R1040 

jC-gmf 10222007 6e02al 

BLASTX 

g2507455 

2148 

0.0e+00 

618 

87 



2903 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



FORMATE TETRAHYDROFOLATE LIGASE ( FORMYLTETRAHYDRO FOLATE 
SYNTHETASE) (FHS) (FTHFS) >gi_322401_pir_A43350 
formate—tetrahydrofolate ligase {EC 6.3.4.3) - spinach 
>gi_170145 (M83940) 10-f ormyltetrahydrof olate synthetase 
[Spinacia oleracea] 

17673 

5567 9_2. R1040 

uC-gmrominsoyl09al2bl 

BLASTX 

g2507455 

455 

2.0e-45 

102 

85 

FORMATE—TETRAHYDROFOLATE LIGASE (FORMYLTETRAHYDROFOLATE 
SYNTHETASE) (FHS) (FTHFS) >gi_3224 01_pir_A4 3350 
formate—tetrahydrofolate ligase (EC 6.3.4.3) - spinach 
>gi_170145 (M83940) 10-f ormyltetrahydrof olate synthetase 
[Spinacia oleracea] 

17674 

55679_3.R1040 

vwf700676443.hl 

BLASTX 

g2507455 

223 

1.0e-18 

53 

79 

FORMATE TETRAHYDROFOLATE LIGASE ( FORMYLTETRAHYDROFOLATE 
SYNTHETASE) (FHS) (FTHFS) >gi_322401_pir_A43350 
formate—tetrahydrofolate ligase (EC 6.3.4.3) - spinach 
>gi_170145 (M83940) 10-f ormyltetrahydrof olate synthetase 
[Spinacia oleracea] 

17675 

55685_1.R1040 

zsg701119584.hl 

BLASTN 

g!8376 

346 

0.0e+00 

411 

99 

Glycine max PALI gene for phenylalanine ammonia lyase (EC 
4.3.1.5) 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



17676 

55697_1.R1040 
vzy700756474.hl 

17677 

55701_1.R1040 

LIB3139-089-P1-N1-D8 

BLASTX 

g4206210 



2904 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



566 

4.0e-58 

162 

65 

(AF071527) putative calcium channel [Arabidopsis thaliana] 
>gi_4263043_gb_AAD15312_ (AC005142) putative calcium 
channel [Arabidopsis thaliana] 

17678 

55701_2.R1040 

jC-gmro02800031a01al 

BLASTX 

g4206210 

600 

4.0e-62 

188 

61 

(AF071527) putative calcium channel [Arabidopsis thaliana] 
>gi_4263043_gb_AAD15312_ (AC005142) putative calcium 
channel [Arabidopsis thaliana] 

17679 

55705_2.R1040 
LIB3170-059-Q1-J1-C6 

17680 

55712_1.R1040 
g5688321 

17681 

55717JL.R1040 

LIB3106-102-Q1-K1-F12 

BLASTN 

g2688829 

141 

2.0e-73 

341 

85 

Prunus armeniaca putative sugar transporter mRNA, complete 
cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



17682 

55734_1.R1040 

LIB3106-085-Q1-K1-B9 

BLASTX 

g3193330 

336 

2.0e-31 

125 
54 

(AF069299) 
(GB:L22305 



contains similarity to Medicago sativa corC 
[Arabidopsis thaliana] 



17683 

55756JL.R1040 

pcp700988887.hl 

BLASTX 



2905 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



II • 

g4097585 
472 

3.0e-47 

148 

62 

(U64925) NTGP4 [Nicotiana tabacum] 



17684 

55763_1.R1040 
LIB3106-102-Q1-K1-A7 

17685 

55763_2.R1040 
kll701213211.hl 

17686 

55764_1.R1040 

uC-gmropicll0g07bl 

BLASTX 

g2739371 

622 

9.0e-65 

219 

60 

(ACO 02505) unknown protein 



[Arabidopsis thaliana] 



17687 

55768_1.R1040 

LIB3106-102-Q1-K1-A10 

BLASTX 

g2213590 

422 

2.0e-41 

149 

54 

(AC000348) T7N9.10 [Arabidopsis thaliana] 
17688 

55775JL.R1040 

epx701104147.hl 

BLASTX 

g3928083 

154 

5.0e-10 

49 

69 

(AC005770) unknown protein [Arabidopsis thaliana] 
17689 

55775^2. R1040 

LIB3106-101-Q1-K1-G6 

BLASTX 

g3928083 

166 

2.0e-ll 

68 

57 



2906 



II 



NCBI Description (AC005770) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



17690 

55775_3.R1040 

cfl700863584.hl 

BLASTX 

g3928083 

484 

1.0e-48 

137 

66 

(AC005770) unknown protein [Arabidopsis thaliana] 
17691 

55794JL.R1040 
LIB3106-101-Q1-K1-F11 

17692 

55796JL.R1040 
uC-gmrominsoyl26a02bl 

17693 

55797_1.R1040 
LIB3106-101-Q1-K1-F4 

17694 

55804_1.R1040 
zsg701129983.hl 

17695 

55807__1.R1040 

LIB3106-101-Q1-K1-D6 

BLASTN 

g255576 

86 

2.0e-40 

239 

84 

small auxin up RNA gene cluster: orf 6B [Glycine 
max=soybeans, cv. Wayne, Genomic, 665 nt] 

17696 

55810JL.R1040 

jC-gmle01810004e03al 

BLASTX 

g4056506 

256 

7.0e-37 

125 

68 

(AC005896) nodulin-like protein [Arabidopsis thaliana] 
17697 

55823_1.R1040 
LIB3106-101-Q1-K1-C2 



Seq. No. 



17698 



2907 



o 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55833_1.R1040 

jC-gmst02400043g05al 

BLASTX 

g4544399 

843 

2.0e-90 

306 

54 

(AC007047) 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidopsis 



17699 

55850_1.R1040 

LIB3106-100-Q1-K1-G3 

BLASTX 

gl931640 

474 

2.0e-47 

154 

60 

(U95973) Serine carboxypeptidase isolog [Arabidopsis 
thaliana] 



17700 

55853_1.R1040 

fde700871136.hl 

BLASTX 

g3176675 

345 

4.0e-32 

173 

45 

(AC003671) F1707, 



4 [Arabidopsis thaliana] 



17701 

55853^2. R1040 
trc700563369.hl 

17702 

55859_1.R1040 
wvk700686568.hl 

17703 

55862JL.R1040 
uC-gmronoir063b06bl 

17704 

55864_1.R1040 

jex700907682.hl 

BLASTX 

g2979555 

535 

2.0e-54 

225 

49 

(AC003680) unknown protein [Arabidopsis thaliana] 



2908 



II 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17705 

55865_1.R1040 

LIB3106-100-Q1-K1-E9 

BLASTN 

g4220640 

36 

1.0e-10 

44 
48 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPE11, complete sequence [Arabidopsis thaliana] 

17706 

55878_1.R1040 
LIB3106-100-Q1-K1-D10 

17707 

55879JL.R1040 

pmv700892043.hl 

BLASTX 

g3152598 

205 

5.0e-16 

61 
67 

(AC002986) Contains similarity to C2-HC type zinc finger 
protein C.e-MyTl gb_U67079 from C. elegans and to 
hypersensitivity-related gene 201 isolog T28M21.14 from A. 
thaliana BAC gb_AF002109. [Arabidopsis thaliana] 

17708 

55882_1.R1040 

uC-ginropicll3bl2bl 

BLASTX 

g3176874 

315 

6.0e-29 

101 

61 

(AF065639) 
thaliana] 



cucumi sin- like serine protease [Arabidopsis 



17709 

55886JL.R1040 
jsh701069702.hl 

17710 

55893_1.R1040 

leu701155513.hl 

BLASTX 

g3600054 

441 

2.0e-43 

179 

42 

(AF080120) No definition line found [Arabidopsis thaliana] 



2909 



II 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17711 

55906_1.R1040 

sat701012165.hl 

BLASTX 

g464987 

758 

2.0e-80 

148 

94 

UBIQUI TIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin — protein ligase (EC 

6.3.2.19) UBC10 - Arabidopsis thaliana 

>gi_297878_emb_CAA78715_ (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

17712 

55919_1.R1040 

LIB3138-106-Q1-N1-G7 

BLASTX 

g2245066 

1038 

1.0e-113 

295 
66 

(Z97342) Beta-Amylase [Arabidopsis thaliana] 
17713 

55925JL.R1040 

LIB3106-099-Q1-K1-G1 

BLASTX 

g3372230 

148 

2.0e-09 

45 

60 

(AF017074) RNA polymerase I, II and III 16.5 kDa subunit 
[Arabidopsis thaliana] 

17714 

55925_2.R1040 

sat701005816.hl 

BLASTX 

g3372230 

182 

2.0e-13 

64 

50 

(AF017074) RNA polymerase I, 
[Arabidopsis thaliana] 



II and III 16.5 kDa subunit 



Seq. No. 
Contig ID 
5' -most EST 



17715 

55930_1.R1040 
leu701150491.hl 



Seq. No. 



17716 
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CI 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



55930_2.R1040 
LIB3107-033-Q1-K1-F10 

17717 

55932_1.R1040 
LIB3138-045-Q1-N1-G5 

17718 

55947JL.R1040 

epx701103892.hl 

BLASTX 

g2341033 

219 

8.0e-18 

53 
74 

(AC000104) Similar to Babesia aldo-keto reductase 
(gb_M93122) . [Arabidopsis thaliana] 

17719 

55954_1.R1040 
LIB3106-099-Q1-K1-E3 

17720 

55957_1.R1040 

jC-gmle01810070dlldl 

BLASTX 

g2494280 

623 

9.0e-65 

244 

63 

ELONGATION FACTOR TS (EF-TS) >gi_l 653231_dbj_BAA18 14 6 
(D90912) elongation factor TS [Synechocystis sp.] 

17721 

55958_1.R1040 
LIB3106-099-Q1-K1-D2 

17722 

55963_1.R1040 

LIB3106-099-Q1-K1-D8 

BLASTX 

g4006891 

256 

6.0e-22 

77 

62 

(Z99708) putative protein [Arabidopsis thaliana] 
17723 

55963_2.R1040 

pcp700990153.hl 

BLASTX 

g4006891 

240 

3.0e-20 
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© 



Match length 


/ / 


% identity 


61 


NCBI Description 


(Z99708) putative protein [Arabidopsis thaliana] 


beg. No. 


i 770/ 


Contig ID 


55979 1.R1040 


5 '-most EST 


wvk700685539.hl 


oeq. jno . 


1 / / £D 


Contig ID 


55995 1.R1040 


5' -most EST 


g4305503 


beq. jno. 


1112b 


Contig ID 


56021 1.R1040 


5' -most EST 


LIB3106-098-Q1-K1-B5 


C n "Kin 

beq. No. 


1 7727 


Contig ID 


56023 1.R1040 


5 1 -most EST 


LIB3106-0 98-Q1-K1-F2 


Seq. No. 


17728 


Contig ID 


56024 1.R1040 


5 '-most EST 


kll701207338.hl 


Seq. No. 


17729 


Contig ID 


56025 1.R1040 


5 '-most EST 


fua701041076.hl 


Seq. No. 


17730 


Contig ID 


56028 1.R1040 


5 ' -most EST 


LIB3106-098-Q1-K1-F8 


Seq. No. 


17731 


Contig ID 


56033 1.R1040 


o -most EST 


LIB3106-098-Q1-K1-D1 


Jxiernoa 


BLASTX 


JNLol bl 


g4oooob^> 


BLAST score 


304 


E value 


3.0e-27 


Match length 


127 


% identity 


54 


NCBI Description 


(AC007138) putative NifU-like metallocluster ass 




factor [Arabidopsis thaliana] 


Seq. No. 


17732 


Contig ID 


56065_1 . R1040 


5 1 -most EST 


LIB3106-098-Q1-K1-C7 


Seq. No. 


17733 


Contig ID 


56084 1.R1040 


5 1 -most EST 


LIB3106-097-Q1-K1-G3 


Method 


BLAblN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1.0e-10 


Match length 


37 


% identity 


61 
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II 



inudi Description 


Xenopus laevis cDNA clone 27A6-1 


oeq. no. 


1 / f 34 


contig id 


ooOyO 1.R104D 


R ' tyi net- TOT 1 

d most rjoi 


iiiijoiuo-u y /-yi-Ki-Hi 


t* Yt r\ H 


RT 21 QTY 
£jJ_iri.0 1 A 


NCBI GI 


g3980413 


BLAST score 


1042 


E value 


1 . Ue-lo4 


ixiaxcn lengun 


jy y 


% identity 


32 


NCBI Description 


(AC004561) pumilio-like protein [Arabidopsis 


Ocv] * DiO . 


1 / / ,3 3 


Contig ID 


56099_1.R1040 


5 '-most EST 


uC-gmronoir065e02bl 


C orr Ma 


1 / / OD 


/-t T Pi 

^oiiLig ±u 


3D1U4 1.K1U4U 


o ~most tsoi 


T TD"51 H/C Am /*\ 1 TV 1 nO 

LlbJlOo-Oy /-Q1-K1-F2 


beg. no. 


17737 


Contig ID 


56110_1 .R1040 


o -most hoi 


sat 7 010 08 622 . hi 


ft/To -J- V-i 


DT 7\ C TV 


NCBI GI 


g2654559 


BLAST score 


355 


E value 


J . oe-33 


ixiarcn lengtn 


lyz 


% identity 


38 


JNLBl Description 


(AF006621) embryonic lung protein [Homo sapi< 


Seq. No. 


17738 


Contig ID 


56120_1.R1040 


D -IuOSu Lol 


1^ .1 A1A^"A"7A1 t_ -1 

nrw / 010 60701 . hi 




DT A QTY 


NCBI GI 


g3646375 


BLAST score 


150 


E value 


O A a AO 

z . 0e-0y 


i v icit,oxi xen.gi,n 




% identity 


66 


NCBI Description 


(AJ011079) RGP2 protein [Oryza sativa] 


oeq. no. 


1 / /oy 


Contig ID 


56120 2.R1040 


5' -most EST 


eep700864022.hl 


oeq. no. 


1 1 1 A A 
1 / / 4U 


Contig ID 


56122 1.R1040 


5 f -most EST 


LIB3106-097-Q1-K1-E1 




1 / / 4 1 


Contig ID 


56124 1.R1040 


5' -most EST 


ASG3244V4R-02-Q1-E1-B6 


Seq. No. 


17742 


Contig ID 


56135 1.R1040 
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© 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmf Iminsoy021c01bl 

BLASTN 

g3128143 

47 

9.0e-17 

220 
83 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTI20, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17743 

56137_1.R1040 

LIB3109-002-Q1-K3-B7 

BLASTX 

g4454481 

155 

3-0e-10 

92 
38 

(AC006234) unknown protein [Arabidopsis thaliana] 
>gi_4512647_gb_AAD21702.1_ (AC007048) unknown protein 
[Arabidopsis thaliana] 

17744 

56137_2.R1040 

LIB3106-097-Q1-K1-C4 

BLASTX 

g4454481 

151 

7.0e-10 

83 

37 

(AC006234) unknown protein [Arabidopsis thaliana] 
>gi_4512647_gb_AAD21702.1_ (AC007048) unknown protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



17745 

56137_3.R1040 
LIB3109-003-Q1-K1-E8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



17746 

56164_1.R1040 

LIB3106-096-Q1-K1-G9 

BLASTX 

g4204812 

197 

7.0e-15 

85 
49 

(U52519) actin [Girardia tigrina] 
17747 

56164_2.R1040 

uC-gmf Iminsoy053a07bl 

BLASTX 

g84000 

160 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



1.0e-10 

60 
50 

actin 2 



Trypanosoma brucei 



17748 

56170_1.R1040 

uC-gmronoir065f01bl 

BLASTX 

gl255951 

514 

3.0e-52 

130 
75 

(X96932) PS60 [Nicotiana tabacum] 
17749 

56170^2. R1040 

fua701038089.hl 

BLASTX 

gl255951 

501 

7.0e-51 

117 

81 

(X96932) PS60 [Nicotiana tabacum] 
17750 

56170__3.R1040 

LIB3106-096-Q1-K1-G12 

BLASTX 

gl255951 

345 

2.0e-32 

70 

89 

(X96932) PS60 [Nicotiana tabacum] 
17751 

56170_4.R1040 

g4302107 

BLASTX 

g4539350 

130 

3.0e-ll 

72 
65 

(AL035539) putative pectinesterase [Arabidopsis thaliana] 
17752 

56170_5.R1040 

vzy700751457.hl 

BLASTX 

gl28592 

143 

3.0e-09 

55 
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% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 ■-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



49 

POLLEN-SPECIFIC PROTEIN NTP303 PRECURSOR 

>gi_82190_pir S22495 pollen-specific protein precursor 

common tobacco >gi_19902_emb_CAA43454_ (X6114 6) pollen 
specific protein [Nicotiana tabacum] 

17753 

56181_1.R1040 
LIB3106-096-Q1-K1-F3 

17754 

56194JL.R1040 
LIB3106-096-Q1-K1-D10 

17755 

56234_1.R1040 
LIB3106-095-Q1-K1-F9 

17756 

56241_1.R1040 
jC-gmst02400036clld2 

17757 

56256_1.R1040 

LIB3109-050-Q1-K1-G1 

BLASTX 

g3036816 

224 

4.0e-18 

106 

47 

(AL022373) myosin-like protein [Arabidopsis thaliana] 
17758 

56261JL.R1040 
seb700651453.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



17759 

56269_1.R1040 

g5752727 

BLASTN 

g438216 

191 

1.0e-103 

375 

88 

P. sativum mRNA for T subunit of glycine decarboxylase 
multi-enzyme complex 

17760 

56269_2.R1040 

g4277008 

BLASTX 

g3915699 

383 

1.0e-36 
148 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5' -most EST 



59 

AMINOMETHYLTRANSFERASE PRECURSOR (GLYCINE CLEAVAGE SYSTEM _T 

PROTEIN) >gi_541970_pir S40260 T-protein - garden pea 

>gi_1362061_pir S56661 glycine decarboxylase T protein 

precursor - garden pea >gi_438217_emb_CAA81080__ (Z25861) 
T-protein [Pisum sativum] >gi_3021553_emb__CAA10976_ 
(AJ222771) T protein [Pisum sativum] 

17761 

56281JL.R1040 

LIB3106-095-Q1-K1-A3 

BLASTX 

g732189 

351 

4.0e-33 

141 

50 

HYPOTHETICAL 49.1 KD PROTEIN IN SSB2-SPX18 INTERGENIC 

REGION >gi_2131922_pir S50724 hypothetical protein YNL207w 

- yeast (Saccharomyces cerevisiae) >gi_600058_emb_CAA55501_ 

(X78898) N1342 [Saccharomyces cerevisiae] 
>gi_1302211_emb_CAA96109_ (Z71483) ORF YNL207w 

[Saccharomyces cerevisiae] 

17762 

56287_1.R1040 

LIB3106-095-Q1-K1-B10 

BLASTX 

g4063751 

235 

2.0e-19 

173 

31 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_45104 09_gb_AAD21495.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 

17763 

56297_1.R1040 

LIB3106-094-Q1-K1-G8 

BLASTX 

g3482967 

754 

2.0e-80 

168 

80 

(AL031369) Protein phosphatase 2C-like protein 
thaliana] >gi_4559345_gb_AAD23006 . 1_AC006585_1 
protein phosphatase 2C [Arabidopsis thaliana] 

17764 

56301_1.R1040 
LIB3106-094-Q1-K1-H12 

17765 

56321_1.R1040 
epx701104557.hl 



[Arabidopsis 
(AC006585) 
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# 



Method 


bLAolA 


NCBI GI 


g953179 


BLAST score 


166 


E value 


2 . Oe-11 


Matcn lengtn 


4 9 


% identity 


63 


NCBI Description 


(237980) 0RF14 [Escherichia coli 


Seq. No. 


17766 


Contig ID 


56327_1.R1040 


5 ' -most EST 


LIB3106-094-Q1-K1-G5 


Metnod 


tit 7\ rrnv 

BLASTX 


JNUdI bl 


gi /Uoy / z 


BLAST score 


222 


E value 


2.0e-21 


Match length 


119 


% identity 


41 


NCBI Description 


(R) -MANDELONITRILE LYASE ISOFORM 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



(HYDROXYNITRILE LYASE 3) ( ( R) -OXYNITRILASE 3) >gi_1262279 
(U51562) (R)-(+)-mandelonitrile lyase isoform MDL3 
precursor [Prunus serotina] >gi_2343181 (AF013161) 
(R) - ( + ) -mandelonitrile lyase isoform MDL3 precursor [Prunus 
serotina] 

17767 

56340JL.R1040 

LIB3109-038-Q1-K1-G7 

BLASTX 

gl652591 

151 

2.0e-09 

127 

37 

(D90906) chloroplast import-associated channel IAP75 
[Synechocystis sp.] 

17768 

56340_2.R1040 
kmv700739033.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



17769 

56342_1.R1040 

g5509044 

BLASTX 

g4262181 

234 

3.0e-19 

170 

42 

(AC005508) 37496 [Arabidopsis thaliana] 
17770 

56342_2.R1040 
xpa700792368.hl 

17771 

56355 1.R1040 
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5' -most EST 



taw700657264.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



17772 

56358_1.R1040 
LIB3107-055-Q1-K1-E2 

17773 

56401JL.R1040 

LIB3106-079-P1-K1-F10 

BLASTX 

gl703088 

340 

1.0e-31 

112 

66 

ACYL CARRIER PROTEIN 4 PRECURSOR (ACP) 

>gi_1166431_emb_CAA64542_ (X95253) acyl carrier protein 
[Cuphea lanceolata] 

17774 

56402_1.R1040 
LIB3106-093-Q1-K1-G6 

17775 

56420_1.R1040 

kmv700741892.hl 

BLASTX 

gll5766 

245 

8.0e-21 

63 
71 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 
(CAB) >gi_82243j?ir S00442 chlorophyll a/b-binding protein 

precursor - garden petunia >gi_169214 (M21317) chlorophyll 

binding protein precursor [Petunia hybrida] 

>gi_226259_prf 1503272A chlorophyll binding protein 

[Petunia sp.] 

17776 

56434_1.R1040 

LIB3106-093-Q1-K1-D6 

BLASTX 

g4567319 

469 

3.0e-95 

214 

78 

(AC005956) putative copper amine oxidase [Arabidopsis 
thaliana] 

17777 

56465_1.R1040 
LIB3106-092-Q1-K1-G7 



Seq. No. 

Contig ID 



17778 
56471 



1.R1040 
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# 



.J ILLUo U £jO 1 


llOJ / UUjOU-'JO .111 


IrlKS L11UU 


jDJLlc\0 1A 


NCBI GI 


g2696611 


BLAST score 


160 


E value 


O ■ Uc X X 


lYldLOil XeiiyLil 


DO 


^ luentiiy 




iNk^-Di ues crxp tion 


(D78303) RNA splicing-related protein [Rattus norvegicu? 


oeq. NO . 


x / / / y 


Lontig 1JJ 


DD4oO 1.KXU4U 


C, T YCt not- T? Q T 1 


sax. / uxu xz yxo . nx 


litr U11UU. 


DJjrt.0 1A 


NPRT (IT 




BLAST score 


281 


E value 


4.0e-25 


rjdLcn xencjen 




o J. Lit: 11 L X L _y 




NCBI Description 


(AC005896) putative RNA binding protein [Arabidopsis 




thaliana] 


o e cj . in o . 


1 77QA 

X / / o U 


/"*»_._ 4- 4 TVS 

uoncig iij 


Ob4dy X.KXU4U 


CI _ Ae f TOT 

o mosu cioi 


XjXrSoXUo-UyZ-yX-KX-uO 


beq. no. 


1 / / O 1 


oontig lu 


ob4yu 1.R1Q40 


O — IEIOSC ibl 


tua /uxu4Uouy.nx 


ftvr^ -4- ^ 
L v iecnoa 


DT AQTV 


KlfRT fZT 
W^oX oX 


rrl C\l £.1 AQ 

gxu / o / ^ o 


BLAST score 


506 


E value 


1.0e-53 


Match length 


o n o 


% identity 


OU 


jnoox Description 


major intrinsic protein - rice >gi_4408 69_dbj BAA04257 




(D17443) major intrinsic protein [Oryza sativa] 


beg. No. 


1 / ioZ 


uonrig id 


oooUo 1.R1U40 


O IllOSt hiO 1 


LXboxuD-uyz-yx— i\i-iij4 


LllvJU 


OXiiiO 1 A 


NCBI GI 


g4512698 


BLAST score 


417 


E value 


x . ue— ou 


lyiatcn xengun 


1 OA 


% identity 


o o 
oZ 


NCBI Description 


(AC006569) hypothetical protein [Arabidopsis thaliana] 


beq. No. 


i 1 1 a o 

17783 


uontig id 


ooolo 1.R1040 


D — ItlOSTI £jbl 


onu /uuyo/b/o. nl 


lit; Liiuu 


DXifiO 1 IN 


NCBI GI 


g703235 


BLAST score 


43 


E value 


8.0e-15 


Match length 


87 


% identity 


87 
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NCBI Description 



II 



Pisum sativum outer membrane protein 
cds 



(0M14) mRNA, complete 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17784 

56516_2.R1040 

g5752759 

BLASTN 

g703235 

47 

2.0e-17 

123 
85 

Pisum sativum outer membrane protein (0M14) mRNA, complete 
cds 



Seq, No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



17785 

56520_3.R1040 
hyd700727804.hl 

17786 

56522JL.R1040 

zpv700759163.hl 

BLASTX 

g3157938 

270 

9.0e-24 

121 

54 

(AC002131) Similar to seryl-tRNA synthetase gb_U10400 from 
S cerevisiae. EST gb_N96627 comes from this gene. 
[Arabidopsis thaliana] 

17787 

56546JL.R1040 
LIB3106-091-Q1-K1-G3 

17788 

56554_1.R1040 
jC-gmfl02220115f07al 

17789 

56554_2.R1040 
asn701135932.hl 

17790 

56561JL.R1040 

LIB3106-091-Q1-K1-E2 

BLASTX 

g3395427 

105 

2.0e-10 
47 

61 

(AC004 683) unknown protein [Arabidopsis thaliana] 
17791 

56562 1.R1040 
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o 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



wrg700787762.h2 

BLASTX 

g4151066 

760 

1.0e-101 

207 
87 

(Y10861) ribonucleotide reductase [Nicotiana tabacuia] 
17792 

56563J..R1040 

eep700864880.hl 

BLASTX 

gl871187 

170 

8.0e-12 

72 

57 

(U90439) unknown protein [Arabidopsis thaliana] 
17793 

56570JL.R1040 

LIB3106-005-Q1-K1-H2 

BLASTX 

g2293360 

166 

2.0e-ll 

76 

47 

(D87670) polyphenol oxidase [Malus domestical 
17794 

56582JL.R1040 
sat701005906.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 ? -most EST 



17795 

56582_2.R1040 
jC-gmfl02220063d03al 

17796 

56584JL.R1040 

LIB3106-091-Q1-K1-C9 

BLASTN 

g2760170 

35 

5.0e-10 

87 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MI024, complete sequence [Arabidopsis thaliana] 

17797 

56596_1.R1040 
trc700566783.hl 



PI clone 



Seq. No. 
Contig ID 



17798 

56623 1.R1040 
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o 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3106-090-Q1-K1-F8 

BLASTX 

g547199 

207 

7.0e-16 

172 
33 

BPI=bactericidal/permeability-increasing protein [human, 
HL-60 cells, Peptide, 487 aa] 

17799 

56629JL.R1040 
LIB3106-090-Q1-K1-G2 

17800 

56630_1.R1040 

LIB3106-090-Q1-K1-F11 

BLASTX 

g3850072 

248 

5.0e-21 

114 

44 

(AL033385) dna-directed rna polymerase iii subunit 
[Schizosaccharomyces pombe] 

17801 

56632_1.R1040 

ncj700975505.hl 

BLASTX 

g4490733 

237 

8.0e-20 

97 

51 

(AL035709) putative protein [Arabidopsis thaliana] 
17802 

56635J..R1040 
LIB3109-021-Q1-K1-D9 

17803 

56635_3.R1040 
g4303451 

17804 

56644JL.R1040 

zhf700951746.hl 

BLASTX 

gll09830 

272 

9.0e-24 

160 

40 

(U41534) coded for by C. elegans cDNA CEESI42F; Similar to 
helicases of SNF2/RAD54 family. [Caenorhabditis elegans] 



2923 



o 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



17805 

56647_1.R1040 
LIB3106-090-Q1-K1-D8 

17806 

56655JL.R1040 
LIB3106-010-Q1-K1-A3 

17807 

56666JL.R1040 

uC-gmrominsoy22 9dl Obi 

BLASTX 

gl935019 

512 

3.0e-52 

110 

91 

(Z93774) sucrose transport protein [Vicia faba] 
17808 

56675JL.R1040 

pmv700891208.hl 

BLASTX 

gl771158 

348 

7.0e-33 

138 

27 

(Y07861) MFP1 protein [Lycopersicon esculentum] 
17809 

56677JL.R1040 
LIB3106-089-Q1-K1-H2 

17810 

56684_1.R1040 

LIB3170-041-Q1-K1-C7 

BLASTX 

g549725 

161 

9.0e-ll 

74 

42 

NADH-CYTOCHROME B5 REDUCTASE PRECURSOR (P34/P32) 

>gi_481119_pir S37800 cytochrome-b5 reductase (EC 

1.6.2.2), mitochondrial outer membrane form - yeast 
(Saccharomyces cerevisiae) >gi_4074 97_emb__CAA81503_ 
(Z26877) unknown [Saccharomyces cerevisiae] 
>gi_486258_emb_CAA81991_ (Z28150) ORF YKL150w 
[Saccharomyces cerevisiae] >gi_14 90392_emb_CAA57227_ 
(X81474) NADH-cytochrome b5 reductase [Saccharomyces 

cerevisiae] >gi_1582554_prf 2118404Q ORF [Saccharomyces 

cerevisiae] 

17811 

56691JL.R1040 
zhf 700957571. hi 
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Method 


© 

BLASTX 


NCBI GI 


gl071913 


BLAST score 


1368 


E value 


1.0e-152 


Match length 


368 


% identity 


74 


NCBI Description 


cysteine 



nthase (EC 4.2.99.8) C precursor, mitochondrial 
- spinach >gi_1066153_dbj_BAA07177__ (D37963) cysteine 
synthase [Spinacia oleracea] 



Seq. No. 
Contig ID 
5 T -most EST 



17812 

56714_1.R1040 
LIB3106-089-Q1-K1-E6 



Seq. No. 
Contig ID 
5 1 -most EST 



17813 

56726J..R1040 
g5057842 



Seq. No. 
Contig ID 
5 T -most EST 



17814 

56751_1.R1040 
LIB3139-014-P1-N1-H5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17815 

56756_1.R1040 

LIB3106-088-Q1-K1-G7 

BLASTX 

g4580398 

268 

2.0e-23 

117 

52 

(AC007171) putative protein kinase APK1A [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -mo st EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17816 

56760_1.R1040 
LIB3106-088-Q1-K1-H2 

17817 

56768_1.R1040 

g5607053 

BLASTN 

g!087110 

190 

1.0e-102 

538 

84 

Racl3=21.8 kda GTP-binding protein [Gossypium 
hirsutum=cotton plants, cv. Acala SJ-2, boll fibers, mRNA 
Partial, 913 nt] 



Seq. No. 
Contig ID 
5 T -most EST 



17818 

56776_1.R1040 
LIB3106-088-Q1-K1-F4 



Seq. No. 
Contig ID 



17819 

56805 1.R1040 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



LIB3107-065-Q1-K1-A10 

BLASTN 

gl305530 

37 

3.0e-ll 

85 
86 

Solanum lycopersicum defective chloroplasts and leaves 
(DCL) mRNA, complete cds 

17820 

56810JL.R1040 

uC-gmrominsoy320al2bl 

BLASTX 

g464846 

572 

3.0e-68 

135 

92 

TUBULIN ALPHA- 6 CHAIN >gi_322880_pir S28983 tubulin 

alpha-6 chain - maize >gi_22158_emb_CAA44863_ (X63178) 
alpha-tubulin #6 [Zea mays] 

17821 

56810_2.R1040 

kmv700738679.hl 

BLASTX 

g464846 

265 

2.0e-23 

68 

72 

TUBULIN ALPHA-6 CHAIN >gi_3228 8 0_pir S28983 tubulin 

alpha-6 chain - maize >gi_22158_emb_CAA448 63_ (X63178) 
alpha-tubulin #6 [Zea mays] 

17822 

56813_1.R1040 

ncj700984326.hl 

BLASTX 

g4220445 

182 

3.0e-13 

169 

4 

(AC006216) Similar to gi_3004555 F19F24.14 salt inducible 
protein homolog from Arabidopsis thaliana BAC gb_AC003673. 
[Arabidopsis thaliana] 

17823 

56819_1.R1040 

leu701156633.hl 

BLASTX 

g2275202 

450 

2.0e-44 
217 
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o 



% identity 

NCBI Description 



54 

(AC002337) acyl-CoA synthetase isoiog [Arabidopsis 
thaliana] 



Seq. No. 


17824 


Contig ID 


56821J..R1040 


5 T -most EST 


jC-gmflOz^zUUolDUoal 


Method 


BLASTX 


NCBI GI 


g3461814 


BLAST score 


295 


E value 


2 . Oe-26 


Match length 


84 


% identity 


62 


NCBI Description 


(AC004138) hypothetical protein [Arabidops 


Seq. No. 


17825 


Contig ID 


56844_1.R1040 


5' -most EST 


vwf700673822 .hi 


Seq. No. 


17826 


Contig ID 


56846_1.R1040 


5' -most EST 


LIB3106-087-Q1-K1-F9 


Seq. No. 


17827 


Contig ID 


56854JL.R1040 


5 '-most EST 


pcp700994208.hl 


Method 


BLASTX 


NCBI GI 


gl498229 


BLAST score 


208 


E value 


4.0e-16 


Match length 


73 


% identity 


52 


NCBI Description 


(X98743) RNA helicase [Homo sapiens] 


Seq. No. 


17828 


Contig ID 


56854 2.R1040 


5' -most EST 


jC-gmro02910027g!2al 


Method 


BLASTX 


NCBI GI 


g2827700 


BLAST score 


612 


E value 


9.0e-64 


Match length 


160 


% identity 


74 


NCBI Description 


(AL021684) DEAD box ATP dependent helicase 




[Arabidopsis thaliana] 


Seq. No. 


17829 


Contig ID 


56854 3.R1040 


5' -most EST 


uC-gmropic091f 08bl 


Seq. No. 


17830 


Contig ID 


56854_5. R1040 


5' -most EST 


uC-gmropic017g03bl 


Seq. No. 


17831 


Contig ID 


56862 1.R1040 


5' -most EST 


kll701206459.hl 



2927 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl723490 

206 

4.0e-16 

132 

37 

HYPOTHETICAL 32.6 KD PROTEIN C1F3.04C IN CHROMOSOME I 
>gi_1256515_emb_CAA94622_ (Z70690) unknown 
[Schizosaccharomyces pombe] 



Seq. No. 


1 H O O O 


Contig ID 


56866 1.R1040 


5 1 -most EST 


gsv /UlU4b3oo.nl 


Method 


tit 7\ P mv 

BLAbTX 


NCBI GI 


g3o2203o 


BLAST score 


34 y 


E value 


1.0e-32 


Match length 


183 


% identity " 


44 


NCBI Description 


(AF072326) endo- 


Seq. No. 


17833 


Contig ID 


56873 1.R1040 


5' -most EST 


fua701041385.hl 


Method 


BLASTN 


NCBI GI 


g3449325 


BLAST score 


35 


E value 


6.0e-10 


Match length 


51 


% identity 


92 


NCBI Description 


Arabidopsis thai 




K16H17 f complete 


Seq. No. 


17834 


Contig ID 


56875 1.R1040 


5' -most EST 


zhf700954808.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17835 

56881JL.R1040 

xpa700797494.hl 

BLASTX 

g2702273 

196 

4.0e-15 

138 

46 

(AC003033) carrot B2 protein-like [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



17836 

56882_1.R1040 
LIB3106-047-Q1-K1-D8 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 



17837 

56885_1.R1040 
vzy700756185.hl 
BLASTX 
g4335724 
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BLAST score 

E value 

Match length 

% identity 

NCB1 Description 



Seq. No. 
Contig ID 
5 T -most EST 



157 

2.0e-10 

73 

58 

(AC006248) 
thaliana] 



putative RING-H2 finger protein [Arabidopsis 



17838 

56885_2.R1040 
rca700998633.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



17839 

56899J..R1040 

kl!701207127.hl 

BLASTX 

g!173194 

173 

1.0e-16 

94 

49 

30S RIBOSOMAL PROTEIN S13, CHLOROPLAST 

>gi_2119093_pir S59594 ribosomal prote 

chloroplast - Arabidopsis thaliana >gi_ 
(Z17611) chloroplast 30S ribosomal prot 
thaliana] >gi_662869_emb_CAA88028_ (Z47 
ribosomal protein S13 [Arabidopsis thai 
>gi_1107483_emb_CAA63021_ (X91955) 30S 
S13 [Arabidopsis thaliana] >gi_1515107 
(X86734) plastid ribosomal protein S13 
thaliana] 

17840 

56904_1.R1040 
uxk700669956.hl 



PRECURSOR (CS13) 
in S13 precursor, 
167 67_emb_CAA7 9 0 1 3_ 
ein S13 [Arabidopsis 
986) chloroplast 
iana] 

ribosomal protein 
emb_CAA60413_ 
[Arabidopsis 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17841 

56906JL.R1040 

LIB3106-087-Q1-K1-A6 

BLASTX 

g3549291 

493 

1.0e-49 

107 

85 

(AF074923) 
ananassa] 



endo-1, 4-beta-glucanase precursor [Fragaria x 



17842 

56913JL.R1040 

zzp700834609.hl 

BLASTX 

g2275199 

416 

2.0e-40 

129 

72 

(AC002337) hypothetical protein [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17843 

56918_1.R1040 

LIB3106-086-Q1-K1-G9 

BLASTX 

g4099092 

404 

2.0e-39 

103 

69 

(U8317 9) unknown [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17844 

56921J..R1040 

LIB3106-08 6-Q1-K1-H11 

BLASTX 

g3450842 

329 

1.0e-30 

103 

62 

(AF080436) 
sativa] 



mitogen activated protein kinase kinase [Oryza 



Seq. No. 

Contig ID 
5' -most EST 



17845 

56923_1.R1040 
jC-gmfl02220070g04al 



Seq. No. 
Contig ID 
5 '-most EST 



17846 

56925JL.R1040 
LIB3106-086-Q1-K1-E4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17847 

56927_1.R1040 

uC-gmropic026f07bl 

BLASTX 

g4325372 

197 

5.0e-15 

77 

44 

(AF128396) 
isomerases 



contains similarity to protein disulfide 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17848 

56931_1.R1040 

LIB3139-101-P1-N1-H5 

BLASTX 

g2827642 

204 

6.0e-16 

108 
41 

(AL021636) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 



17849 

56934 1.R1040 



2930 



# 



d -most bbl 


T TD*31 C\Cl PlQ£ /"M _ Lfl _T*3 
LIdjIUo Uo D yi J\l £ O 


Method 


DT TV C TV 


NCBI GI 


g3068705 


BLAST score 


212 


E value 


9 . ue-1 / 


Match length 


96 


% identity 


44 


NCBI Description 


(AF049236) unknown [Arabidopsis thaliana] 


Seq. No. 


1 f ooU 


Contig ID 


56934 2.R1040 


5 '-most EST 


uaw700661809.hl 


Seq. No. 


1 /ool 


Contig ID 


56951 1.R1Q40 


5 ' -most EST 


vwr700o78620 .hi 


Seq. No. 


17852 


Contig ID 


56964 1.R1040 


5' -most EST 


seD7 00o498ol .hi 


Method 


BLASTX 


NCBI GI 


g4220480 


BLAST score 


708 


E value 


2 . Oe-74 


Match length 


408 


% identity 


40 


NCBI Description 


(AC006069) unknown protein [Arabidopsis thaliana] 


Seq. No. 


17853 


Contig ID 


56968^1. R1040 


5' -most EST 


LIB3107-009-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g3193330 


BLAST score 


503 


E value 


8.0e-51 


Match length 


157 


% identity 


65 


NCBI Description 


(AF069299) contains similarity to Medicago sativa 




(GB:L22305) [Arabidopsis thaliana] 


Seq. No. 


17854 


Contig ID 


56968_2.R1040 


5 '-most EST 


uC-gmflmmsoyll8c08bl 


Method 


BLASTX 


NCBI GI 


g3738316 


BLAST score 


150 


E value 


1 . Oe-13 


Match length 


59 


% identity 


67 


NCBI Description 


(AC005170) unknown protein [Arabidopsis thaliana] 


Seq. No. 


17855 


Contig ID 


56980 1.R1040 


5 '-most EST 


kll701213465.hl 


Method 


BLASTX 


NCBI GI 


g2809245 


BLAST score 


440 



2931 



# 



E value 


£ . ue— 4 j 


Match length 


1 


-6 identity 


Oo 


NCBI Description 


(ACUUzooU) rZlo/.14 [AraDlQOpSlS tfldlldliaj 


Seq. No, 


1/OjD 


Contig ID 


crQon 0 t>in>io 

ooyyu Z.K1U4U 


0 IuOSU IliD 1 


±jJ_.D,j J. U O U J. fi \i± i\J. riO 


Method 




NCBI GI 


g2809245 


BLAST score 


250 


E value 


z . ue-zz 


Match length 




% identity 


c 0 
00 


NCBI Description 


(ACUU^obu) izir5/.i4 [Araoictopsis tna-Lianaj 


Seq. No. 


1/03 / 


Contig ID 


5o9oZ 1.R1U4U 


o -most bo i 


LlDjlUo Uo D yi — r\l~ /\J_U 


Method 


DT 7\ CTY 

dLAo 1 A 


NCBI GI 


g3128185 


BLAST score 


200 


E value 


1 . Ue-lo 


Match length 


ol 


% identity 


64 


NCBI Description 


(AC004521) unknown protein [Arabidopsis thaliana] 


Seq. No. 


17858 


Contig ID 


56983_1 . R1040 


5 ' -most EST 


LIB3106-011-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3785988 


BLAST score 


218 


E value 


Z . Ue-I / 


Match length 


84 


% identity 


52 


NCBI Description 


(AC005560) unknown protein [Arabidopsis thaliana] 


Seq. No. 


1 1 O C A 

1 /ooy 


Contig ID 


56983 2.R1040 


5' -most EST 


LIB3106-086-Q1-K1-A9 


Seq. No. 


17860 


Contig ID 


56986_1 . R1040 


o -most hoi 


LIJdoIU /-UUo— yi-Jxi— Ul 


Method 


DT T\C TV 


NCBI GI 


gi / D^JUy 


BLAST score 


ol / 


E value 


4.0e-64 


Match length 


131 


% identity 


91 








coated vesicles; clathrin assembly protein [Campt 




acuminata] 


Seq. No. 


17861 


Contig ID 


56986_2.R1040 



2932 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



leu701147847.hl 

BLASTX 

g2231702 

425 

5.0e-42 

88 

88 

(U92086) clathrin assembly protein AP19 homolog 
[Arabidopsis thaliana] >gi_3080409_emb_CAA18728_ (AL022604) 
clathrin assembly protein AP19 homolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



17862 

56995_1.R1040 

jsh701065230.hl 

BLASTX 

g2660677 

513 

4.0e-52 

150 

63 

(AC002342) unknown protein [Arabidopsis thaliana] 
17863 

57000_1.R1040 

LIB3106-085-Q1-K1-G6 

BLASTX 

gl!43711 

207 

3.0e-16 

110 

45 

(U13631) non-green plastid inner envelope membrane protein 
precursor [Brassica oleracea] 

17864 

57001JL.R1Q40 
LIB3106-085-Q1-K1-G7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



17865 

57011J..R1040 

crh700854461.hl 

BLASTX 

g!101770 

408 

7.0e-40 

97 

72 

(U39448) MYB-like transcriptional factor MBF1 [Picea 
mariana] 

17866 

57021_1.R1040 
leu701145671.hl 



Seq. No. 
Contig ID 



17867 

57030 1.R1040 



2933 



5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



f C-gmst 700888 668 f 5 

BLASTX 

gll42619 

1749 

0.0e+00 

545 

75 

(U18348) phaseolin G-box binding protein PG1 [Phaseolus 
vulgaris] 

17868 

57034JL.R1040 

epx701110485.hl 

BLASTX 

g927428 

571 

6.0e-59 

135 

79 

(X86733) fisl [Linum usitatissimum] 
17869 

57034_2.R1040 

trc700562333.hl 

BLASTX 

g927428 

491 

1.0e-58 

144 

81 

(X86733) fisl [Linum usitatissimum] 
17870 

57037JL.R1040 
pmv700893176.hl 



Seq. No. 
Contig ID 
5' -most EST 



17871 

57050JL.R1040 
LIB3138-047-Q1-N1-G5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



17872 

57058_1.R1040 

jC-gmle01810020a05al 

BLASTN 

gl76224 

55 

7.0e-22 

55 

100 

Tobacco chloroplast 5S large rRNA 
17873 

57092_1.R1040 
wvk700683186.hl 



Seq. No. 
Contig ID 



17874 

57093 1.R1040 



2934 



S ' -most EST 


LIB3106-079-P1-K1-G9 




rue Lii^JLi. 


RT.ASTX 






y jyu ' ^ 




BLAST score 


648 




E value 


6.0e-68 




1 id l_ Oil ICU^Lll 


127 




^ X 1 1L J. l y 






\~T "T \\ a -v"* *i t /^-\ y\ 

iNooX uescripuion 


\ iriS^r UU Jlu j / pULaLlvc la Li 11. JLll 






LAraDlOOpb-Lo LIla.XXcAi.LciJ 




beq. jno . 


X / 0 / D 




Lontig id 


CTAQC 1 Dl n VI fl 




J ILLLJO L CjD 1 


1 on7nTl 49041 hi 




1*1 c l_ ilvJV-i 






NCBI GI 


g3150403 




BLAST score 


693 




W ^ra 1 no 

J_j V CIJ.UC 


7.0e-73 






273 




% identity 


55 




NCBI Description 


(AC004165) hypothetical protein [Arabidops 


beg. no. 


17876 




Contig ID 


57095 2.R1040 




5 1 -most EST 


LIB3109-006-Q1-K1-C7 




beq. no. 


17877 




lontig iiJ 


57098_1.R1040 




o -most hibi 


uC-gmrominsoy317dllbl 




beq. NO. 


17878 




uontig ±D 


57113 1.R1040 




D most Hibi 


LIB3106-079-P1-K1-C3 




i v iei_rioci 


BLASTX 




NCBI GI 


g2827514 




BLAST score 


419 




ili V cl-L U.CJ 


3.0e-41 






122 




% identity 


63 




NCBI Description 


(AL021633) predicted protein 


[Arabidopsis 


Q VT/-\ 

beq. NO. 


17879 




zoning 1U 


57147 1.R1040 




3 — UlOSL. Cibl 


LIB3106-078-P1-K1-H5 




beg. no. 


17880 




uonuig iu 


57154 1.R1040 




o muoL Hjoi 


LIB3106-078-P1-K1-E6 




l it; Ul 1UU. 


BLASTX 






g3915189 




i3J_Lrt.o ± score 


332 




E value 


7.0e-31 




Match length 


91 




% identity 


68 




NCBI Description 


UBIQUITIN-CONJUGATING ENZYME 


X (UBIQUITIN- 




(UBIQUITIN CARRIER PROTEIN) 





Seq. No. 



17881 
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Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



57166J..R1040 

g5666923 

BLASTX 

gl928886 

212 

1.0e-16 

106 
42 

(U92010) lin-10 protein homolog [Rattus norvegicus] 
17882 

57169JL.R104Q 
LIB3106-078-P1-K1-D11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17883 

57174_1.R1040 

jC-gmfl02220057bl0al 

BLASTX 

g4522009 

493 

4.0e-98 

303 

65 

(AC007069) unknown protein [Arabidopsis thaliana] 



Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17884 

57180_1.R1040 

jex700904691.hl 

BLASTX 

g960289 

560 

2.0e-57 

157 

72 

(L3434 3) anthranilate synthase alpha subunit 
graveolens] 



[Rut a 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 



17885 

57180_2,R1040 
uC-gmronoir036h06bl 

17886 

57187_1.R1040 

zzp700830742.hl 

BLASTX 

g2804453 

210 

2.0e-16 

93 

44 

(AF043699) contains similarity to the prolyl oligopeptidase 
family [Caenorhabditis elegans] 

17887 

57187_2.R1040 

LIB3170-062-Q1-J1-G1 

BLASTX 



2936 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2804453 
235 

1.0e-19 

103 
45 

(AF043699) contains similarity to the prolyl oligopeptidase 
family [Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5 '-most EST 



17888 

57190_1.R1040 
LIB3106-078-P1-K1-B6 



Seq. No. 

Contig ID 
5 1 -most EST 



17889 

57191_1.R1040 
LIB3106-078-P1-K1-C1 



Seq. No. 
Contig ID 
5' -most EST 



17890 

57206JL.R1040 
LIB3106-078-P1-K1-A1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17891 

57207_1.R1040 

seb700650319.hl 

BLASTX 

g3548808 

229 

2.0e-20 

90 

57 

(AC005313) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



17892 

57209_1.R1040 
LIB3170-076-Q1-K1-B5 



Seq. No. 

Contig ID 
5' -most EST 



17893 

57209_2.R1040 
wvk700684856.hl 



Seq. No. 
Contig ID 
5' -most EST 



17894 

57215JL.R1040 
LIB3106-077-P1-K1-F3 



Seq. No. 
Contig ID 
5' -most EST 



17895 

57217_1.R1040 
fde700871973.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17896 

57232_1.R1040 

zvj700605207.h2 

BLASTX 

g3927835 

336 

2.0e-31 

138 

55 

(ACO 05727) similar to Streptomyces PapA [Arabidopsis 



2937 



# 



thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17897 

57246J..R1040 
pxt700943073.hl 

17898 

57260_1.R1040 
LIB3106-07 6-Q1-K1-G2 

17899 

57266_1.R1040 

uC- gmf lmi ns o y 0 4 5 g 0 5b 1 

BLASTX 

gl086833 

421 

3.0e-41 

184 

43 

(U41264) coded for by C. elegans cDNA CEESN26F; coded for 
by C. elegans cDNA CEESI89F; similar to 60S acidic 
ribosomal protein Po (L10) [Caenorhabditis elegans] 

17900 

57272JL.R1040 

pxt700945928.hl 

BLASTX 

g2499115 

1243 

1.0e-137 

299 

78 

VACUOLAR ASSEMBLY PROTEIN VPS 41 HOMOLOG >gi_1835788 
(U86662) VPS41 [Lycopersicon esculentum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



17901 

57274_1.R1040 
LIB3106-076-Q1-K1-H11 

17902 

57313_1.R1040 
LIB3106-076-Q1-K1-C9 

17903 

57314_1.R1040 
LIB317 0-086-Q1-K1-A6 



Seq. No. 
Contig ID 
5 '-most EST 



17904 

57314_2.R1040 
seb700654154.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



17905 

57314_3.R1040 
hyd700726171.hl 

17906 

57323 1.R1040 



2938 



5 '-most EST 



€1 



LIB3170-029-G1-J1-G10 



Seq. No. 
Contig ID 
5' -most EST 



17907 

57339JL.R1040 
LIB3106-075-Q1-K2-H1 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



17908 

57340JL.R1040 

LIB3106-075-Q1-K1-H11 

BLASTX 

g3790743 

178 

6.0e-13 

51 
61 

(AF099919) contains similarity to cytochrome C oxidase 
assembly protein COX17 homologues [Caenorhabditis elegans] 

17909 

57357_1.R1040 

LIB3170-088-Q1-J1-G1 

BLASTX 

g2500435 

283 

3.0e-25 

71 

70 

30S RIBOSOMAL PROTEIN S10 >gi_16534 0 6_dbj_BAA18320_ 
(D90913) 30S ribosomal protein S10 [Synechocystis sp.] 

17910 

57357_2.R1040 
ssr700557433.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



17911 

57367_1.R1040 

LIB3106-075-Q1-K2-D7 

BLASTN 

g4218188 

49 

2.0e-18 

128 

92 

Glycine max cytosolic glutamine synthetase 
promoter 

17912 

57371_1.R1040 
kmv700743182.hl 



(gs!5) gene 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



17913 

57378_1.R1040 

zzp700830301.hl 

BLASTX 

g2245064 

501 

1.0e-50 



2939 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



# 

150 
62 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
17914 

57386_1.R1040 

ncj700988288.hl 

BLASTX 

gl783312 

823 

5.0e-88 

322 

53 

(X98520) receptor-like kinase [Brassica oleracea] 
17915 

57388_1.R1040 

fde700875802.hl 

BLASTX 

g4512664 

905 

8.0e-98 

208 

80 

(AC006931) putative ribose phosphate pyrophospho kinase 
[Arabidopsis thaliana] 

>gi_4544471_gb_AAD22378.1_AC006580_10 (AC006580) putative 
ribose phosphate pyrophosphokinase [Arabidopsis thaliana] 

17916 

57398_1.R1040 
LIB3106-075-Q1-K2-A11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17917 

57398_2.R1040 

jC-gmst02400074bl2al 

BLASTX 

g!532168 

259 

2.0e-22 

67 

75 

(U63815) localized according to blastn similarity to EST 
sequences; therefore, the coding span corresponds only to 
an area of similarity since the initation codon and stop 
codon could not be precisely determined [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



17918 

57400JL.R1040 
LIB3106-075-Q1-K2-A2 



Seq. No. 
Contig ID 
5' -most EST 



17919 

57403_1.R1040 
LIB3106-075-Q1-K1-A7 



Seq. No. 



17920 



2940 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



57403_2.R1040 
LIB3170-083-Q1-J1-H1 

17921 

57404_1.R1040 

ncj700980729.hl 

BLASTX 

g4263820 

321 

7.0e-35 

141 

57 

(AC006067) hypothetical protein [Arabidopsis thaliana] 
17922 

57409_1.R1040 
gsv701054654.hl 



Seq. No. 
Contig ID 
5 '-most EST 



17923 

57427JL.R1040 
smw700646279.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



17924 

57427_2.R1040 
jC-gmfl02220056d06al 

17925 

57427_3.R1040 
jsh701066180.hl 

17926 

57427_4.R1040 
wrg700792223.hl 

17927 

57432J..R1040 
LIB3106-074-Q1-K1-G8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



17928 

57439_1.R1040 

zhf700956064.hl 

BLASTX 

g2245095 

357 

1.0e-33 

87 
74 

(Z97343) formyltransferase purU homolog [Arabidopsis 
thaliana] 

17929 

57441_1.R1040 
LIB3106-074-Q1-K1-H7 

17930 

57452_1.R1040 
ncj700981120.hl 



2941 



Method 


HT 71 P rpVT 

BLAoTN 


NCBI GI 


g2924257 


BLAST score 


60 


E value 


5. Oe-25 


Match length 


298 


% identity 


69 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


17931 


Contig ID 


57456_1 .R1040 


5' -most EST 


uC-gmropic067e08bl 


Method 


fit tv fimxr 

BLASTX 


NCBI GI 


g4063749 


BLAST score 


344 


E value 


5.0e-32 


Match length 


178 


% identity 


30 


NCBI Description 


(AC005851) hypothetical protein [Arab 


Seq. No. 


17932 


Contig ID 


57456_5.Rl040 


5' -most EST 


eep700866424 .hi 


Seq. No. 


17933 


Contig ID 


57466_l.Rl040 


5 '-most EST 


kll701202945.hl 


Method 


BLASTX 


NCBI GI 


g2979556 


BLAST score 


283 


E value 


6.0e-25 


Match length 


196 


% identity 


35 


NCBI Description 


(AC003680) unknown protein [Arabidops 


Seq. No. 


17934 


Contig ID 


57471 1.R1040 


5' -most EST 


LIB3106-074-Q1-K1-E3 


Seq. No. 


17935 


Contig ID 


57472_1.R1040 


5' -most EST 


LIB3106-074-Q1-K1-E4 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1. 0e-10 


Match length 


37 


% identity 


61 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


17936 


Contig ID 


57473_1.R1040 


5 T -most EST 


LIB3106-074-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2245096 


BLAST score 


544 


E value 


8.0e-56 


Match length 


131 



2942 



% identity 

NCBI Description 



Seg. No. 
Contig ID 
5' -most EST 



76 

{Z 9734 3) inositol 2-dehydrogenase homolog [Arabidopsis 
thaliana] 

17937 

57479_1.R1040 
kmv700739923.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17938 

57489J.. R1040 

uC-gmflminsoyll5al0bl 

BLASTX 

g282430 

707 

2.0e-74 

306 

58 

leucine — tRNA ligase (EC 6.1.1.4) - Bacillus subtilis 
>gi_143148 (M88581) transfer RNA-Leu synthetase [Bacillus 
subtilis] 



Seq. No. 


17939 


Contig ID 


57490 1.R1040 


5 '-most EST 


ncj700983045.hl 


Method 


BLASTX 


NCBI GI 


g807698 


BLAST score 


341 


E value 


7.0e-32 


Match length 


132 


% identity 


51 


NCBI Description 


(D32206) prepro-cucumisin [Cucumis melo] 


Seq. No. 


17940 


Contig ID 


57512 1.R1040 


5 '-most EST 


LIB3106-073-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g4538965 


BLAST score 


202 


E value 


7.0e-16 


Match length 


119 


% identity 


36 


NCBI Description 


(AL04 9488) hypothetical protein [Arabidop 


Seq. No. 


17941 


Contig ID 


57515 1.R1040 


5' -most EST 


LIB3106-073-Q1-K1-H7 


Seq. No. 


17942 


Contig ID 


57528 1.R1040 


5 '-most EST 


LIB3109-045-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2462733 


BLAST score 


498 


E value 


3.0e-50 


Match length 


164 


% identity 


61 


NCBI Description 


(AC002292) Putative enoyl-CoA hydratase/i 



2943 



[Arabidopsis thaliana] 



Seq. No. 


17943 


Contig ID 


0 lOoL 1 .K1U4U 


5 -most EST 


j c-gmstuz4UUU4 4euoai 


Seq. No. 


17944 


Contig ID 


57535 1.R104U 


5 1 -most EST 


zhf 7009olyoz . hi 


Seq. No. 


1 / y4o 


Contig ID 


o/oob 1.R1U4U 


o -most EST 


ssr/uuobUoyu . ni 


Method 


BLASTX 


NCBI GI 


g2706455 


BLAST score 


412 


E value 


5 . Oe-40 


Match length 


188 


% identity 


42 


NCBI Description 


(A1iUZ1U4dj prooaoie involvement m transcripi.ion . 




[Schizosaccharomyces pombe] 


Seq. No. 


17946 


Contig ID 


57562 1 .R1040 


5 '-most EST 


LIB3106-073-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3193328 


BLAST score 


309 


E value 


3.0e-28 


Match length 


130 


% identity 


52 


NCBI Description 


(AF069299) No definition line found [Arabidopsis 


Seq. No. 


17947 


Contig ID 


57563_l .R1040 


5 f -most EST 


rca701002452 . hi 


Method 


BLASTX 


NCBI GI 


g2088647 


BLAST score 


449 


E value 


1 . 0e-44 


Match length 


127 


% identity 


68 


NCBI Description 


(AF002109) hypothetical protein [Arabidopsis thai 




>gi 3158394 (AF036340) LRR-contaimng F-box prote 




[Arabidopsis thaliana] 


Seq. No. 


17948 


Contig ID 


57589 1.R1040 


5 '-most EST 


LIB3106-072-P1-K1-F8 


Seq. No. 


17949 


Contig ID 


57597 1.R1040 


5 '-most EST 


asn701142388.hl 


Method 


BLASTX 


NCBI GI 


gl255951 


BLAST score 


428 


E value 


4.0e-42 



2944 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



90 
86 

(X96932) PS60 [Nicotiana tabacum] 



17950 

57603_1.R1040 

sat701003416.hl 

BLASTX 

g2828296 

273 

8.0e-24 

60 

87 

(AL021687) RNase 



L inhibitor [Arabidopsis thaliana] 



17951 

57605_1.R1040 
jsh701069638.hl 

17952 

57606_1.R1040 
jsh701070051.h2 

17953 

57609JL.R1040 

eep700868526.hl 

BLASTX 

g!173104 

887 

1.0e-95 

216 

69 

RIBONUCLEASE 2 PRECURSOR >gi_28 9210 (M98336) ribonuclease 
[Arabidopsis thaliana] >gi_2642160 (AC003000) ribonuclease, 
RNS2 [Arabidopsis thaliana] 

17954 

57611_1.R1040 
leu701153126.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



17955 

57615_1.R1040 

zzp700831178.hl 

BLASTX 

g3549666 

325 

5.0e-30 

78 

79 

(AL031394) putative protein [Arabidopsis thaliana] 
17956 

57622_1.R1040 

g4306218 

BLASTX 

g4105190 

446 



2945 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-44 

243 

40 

(AF044127) peroxisomal short-chain alcohol dehydrogenase 
[Homo sapiens] 

17957 

57626JL.R1040 
jsh701065533.hl 

17958 

57633_1.R1040 

ncj700987063.hl 

BLASTX 

g3080428 

440 

1.0e-43 

100 

78 

(AL022604) putative protein [Arabidopsis thaliana] 
17959 

57640JL.R1040 

sat701014115.hl 

BLASTX 

g2499535 

583 

3.0e-60 

202 

64 

2 -OXOGLUTARATE / MALATE TRANSLOCATOR PRECURSOR >gi_595681 
(U13238) 2-oxoglutarate/malate translocator [Spinacia 
oleracea] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17960 

57640_4.R1040 

gsv701055011.hl 

BLASTX 

g2499535 

182 

9.0e-14 

78 
82 

2-OXOGLUTARATE/MALATE TRANSLOCATOR PRECURSOR >gi_595681 
(U13238) 2-oxoglutarate/malate translocator [Spinacia 
oleracea] 

17961 

57642_1.R1040 

pxt700943553.hl 

BLASTX 

g4559333 

277 

6.0e-25 

82 

45 

(AC007087) unknown protein [Arabidopsis thaliana] 



2946 



€1 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17962 

57643_1.R1040 

pmv700892843.hl 

BLASTX 

g2864613 

222 

2.0e-19 

79 
65 

(AL021811) S-receptor kinase -like protein [Arabidopsis 
thaliana] >gi__4049333__emb_CAA22558_ (AL034567) S-receptor 
kinase-like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17963 

57646_1.R1040 

gsv701045325.hl 

BLASTX 

g4200249 

143 

1.0e-08 

63 

46 

(AL035297) hypothetical protein [Homo sapiens] 



Seq. No. 
Contig ID 
5* -most EST 



17964 

57653_1.R1040 
LIB3106-071-P1-K1-G6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17965 

57659JL.R1040 

gsv701053064.hl 

BLASTX 

g2444178 

723 

1.0e-76 

163 

83 

(U94784) unconventional myosin [Helianthus annuus] 



Seq. No. 

Contig ID 
5 1 -most EST 



17966 

57671_1.R1040 
LIB3106-071-P1-K1-F4 



Seq. No. 
Contig ID 
5 1 -most EST 



17967 

57676JL.R1040 
LIB3106-071-P1-K1-C8 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



17968 

57677_1.R1040 

LIB3106-071-P1-K1-D10 

BLASTX 

g2062172 

361 

3.0e-34 

85 
80 
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NCBI Description (AC001645) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



17969 

57683_1.R1040 
LIB3106-071-P1-K1-D6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 



17970 

57698JL.R1040 

eep700864772.hl 

BLASTX 

gll81615 

762 

3.0e-81 

166 

87 

(D83078) nitrilase 



[Nicotiana tabacum] 



17971 

57700JL.R1040 

LIB3106-071-P1-K1-C1 

BLASTN 

g3821780 

36 

1.0e-10 

48 

67 

Xenopus laevis cDNA clone 27A6-1 
17972 

57715_1.R1040 
kmv700737715.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17973 

57749_1.R1040 

LIB3106-070-P1-K1-E4 

BLASTX 

g2956707 

477 

4.0e-48 

112 
78 

(Y16778) peroxidase [Spinacia oleracea] 
17974 

57752_2.R1040 

jsh701065380.hl 

BLASTX 

g2773184 

253 

8.0e-22 

108 

46 

(AF039720) similar to the "DEAD" box family of helicases; 
most similar to eukaryotic initiation factor 4A 
[Caenorhabditis elegans] 



Seq. No. 



17975 
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Contig ID 


3 / / o b 1 . K±U4 U 


5 -most EST 


pep /uuyy4uoD.ni 


Seq. No. 


l /y / b 


Contig ID 


O / / yd 1 . K1U4U 


o — most. iLbi 


nui-FTflOfl/l LA 1 Q hi 

awr / uuc54 j*±i!7.ni 




DT 7VCTV 


NCBI GI 


g4559387 


BLAST score 


259 


E value 


z . ue— 


Match length 


lb 


% identity 


bZ 


NCBI Description 


(ACQ0652o) putative oxal 


Seq. No. 


1 / 9 / / 


Contig ID 


57812 1 . R1040 


O -ItlOS L iljO 1 


pep / uuyyooj / .n_L 


Method 




NCBI GI 


g4101707 


BLAST score 


437 


E value 


o . ue— 4o 


Match length 


o ^ n 


% identity 


39 


NCBI Description 


(AF006080) glucose acylt: 


Seq. No. 


17978 


Contig ID 


57828 1.R1040 


5 '-most EST 


LIB3106-069-P1-K1-D4 


Seq. No. 


17979 


Contig ID 


57836 1.R1040 


5 '-most EST 


2DC-01-Q1-E1-G8 


Seq. No. 


17980 


Contig ID 


57853 1.R1040 


5 '-most EST 


LIB3106-068-P1-K1-H1 


Seq. No. 


17981 


Contig ID 


57858 1.R1U4U 


o -most iioi 


sar /uiuu4o4y.ni 


Method 




NCBI GI 


g3212854 


BLAST score 


532 


E value 


2 . Oe-54 


Match length 


144 


% identity 


74 


NCBI Description 


(AC004005) unknown prote, 


Seq. No. 


17982 


Contig ID 


57858 2.R1040 


C 1 ^. _ j_ prim 

o 1 -most EST 


vzy /uu /booo/.ni 


Method 


DT 7A QTY 


NCBI GI 


g3212854 


BLAST score 


234 


E value 


4.0e-19 


Match length 


199 


% identity 


43 



[Arabidopsis thaliana] 
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NCBI Description (AC004005) unknown protein [Arabidopsis thaiiana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17983 

57858_3.R1040 

g5677759 

BLASTX 

g3212854 

182 

3.0e-13 

56 
64 

(AC004005) unknown protein [Arabidopsis thaiiana] 



Seq. No. 

Contig ID 
5' -most EST 



17984 

57858_5.R1040 
LIB3109-021-Q1-K1-F12 



Seq. No. 
Contig ID 
5' -most EST 



17985 

57858_6.R1040 
uaw700661056.hl 



Seq. No. 
Contig ID 
5 '-most EST 



17986 

57860JL.R1040 
jC-gmf!02220084a03al 



Seq, No. 
Contig ID 
5 '-most EST 



17987 

57860_2.R1040 
ssr700560438.hl 



Seq. No. 

Contig ID 
5' -most EST 



17988 

57867JL.R1040 
bth700845580.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17989 

57869_1.R1040 

zzp700832032.hl 

BLASTX 

g267453 

230 

6.0e-19 

77 

56 

HYPOTHETICAL 37.5 KD PROTEIN ZK637 . 5 IN CHROMOSOME III 

>gi_102496_pir S15791 arsenical pump-driving ATPase 

homolog - Caenorhabditis elegans >gi_3881667_emb__CAA77452__ 
(Z11115) predicted using Gene finder; ArsA homologue; cDNA 
EST EMBL:D73741 comes from this gene; cDNA EST EMBL:D71137 
comes from this gene; cDNA EST EMBL:C08164 comes from this 
gene; cDNA EST EMBL:C09807 comes from this gene; cD 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



17990 

57869_2.R1040 

uC-gmf Iminsoy065e09bl 

BLASTX 

g267453 

259 

3.0e-22 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



84 
58 

HYPOTHETICAL 37.5 KD PROTEIN ZK637.5 IN CHROMOSOME III 

>gi_1024 96_pir S15791 arsenical pump-driving ATPase 

homolog - Caenorhabditis elegans >gi_3881667_emb_CAA77452_ 
(Z11115) predicted using Genefinder; ArsA homologue; cDNA 
EST EMBL:D73741 comes from this gene; cDNA EST EMBL:D71137 
comes from this gene; cDNA EST EMBL:C08164 comes from this 
gene; cDNA EST EMBL:C09807 comes from this gene; cD 

17991 

57876JL.R1040 

dpv701101078.hl 

BLASTN 

gll77368 

78 

1.0e-35 

150 

88 

Z.mays mRNA for ribosomal protein L39 
17992 

57876_2.R1040 

g4397604 

BLASTN 

g!177368 

79 

2.0e-36 

147 

88 

Z.mays mRNA for ribosomal protein L39 
17993 

57886_1.R1040 

LIB3106-068-P1-K1-G4 

BLASTX 

g3747026 

217 

2.0e-17 

78 

47 

(AF093244) import protein Tim9p [Saccharomyces cerevisiae] 
17994 

57890JL.R1040 
zhf700963567.hl 



Seq. No. 
Contig ID 
5' -most EST 



17995 

57904_1.R1040 
leu701148801.hl 



Seq. No. 
Contig ID 
5 f -most EST 
Method 
NCBI GI 
BLAST score 



17996 

57906_1.R1040 

LIB3106-068-P1-K1-A12 

BLASTX 

gl362016 

199 
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# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



2.0e-15 

90 
50 

zinc finger protein 3 - Arabidopsis thaliana >gi_790677 
(L39646) zinc finger protein [Arabidopsis thaliana] 
>gi_4063732 (AC006259) ZFP3 zinc finger protein 
[Arabidopsis thaliana] 

17997 

57913_1.R1040 

uC-gmf IminsoyO 4 5b0 4bl 

BLASTX 

g!737222 

907 

4.0e-98 

211 

82 

(U79958) BP-80 vacuolar sorting receptor [Pisum sativum] 
17998 

57916_1.R1040 
fde700874549.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17999 

57921_1.R1040 

seb700654158.hl 

BLASTX 

g3894168 

161 

3.0e-ll 

78 

41 

(AC005312) similar to phloem-specific lectin [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



18000 

57927_1.R1040 
jC-gmst02400050b05al 



Seq. No. 
Contig ID 
5' -most EST 



18001 

57932_1.R1040 
zhf700957206.hl 



Seq. No. 

Contig ID 
5' -most EST 



18002 

57938_1.R1040 
LIB3106-067-P1-K1-H2 



Seq. No. 
Contig ID 
5' -most EST 



18003 

57958_1.R1040 
LIB3106-067-P1-K1-C10 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



18004 

57966_1.R1040 

LIB3138-003-Q1-N1-E4 

BLASTX 

g2982459 

330 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-30 

84 

85 

(AL022223) putative protein [Arabidopsis thaliana] 



18005 

57988JL.R1040 

LIB3107-002-Q1-K1-E12 

BLASTN 

g4336435 

113 

1.0e-56 

271 
86 

Lotus japonicus protein phosphatase type 2C 
complete cds 



( PP2C2) mRNA, 



18006 

57990_1.R1040 

jsh701064361.hl 

BLASTX 

g974782 

1085 

1.0e-119 

218 

94 

(Z49150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides] 



Seq. No. 
Contig ID 
5' -most EST 



18007 

57996__1.R1040 
LIB3106-066-P1-K1-G7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5' -most EST 



18008 

58014_1.R1040 

epx701105705.hl 

BLASTX 

g4455182 

1291 

1.0e-143 

307 

72 

(AL035521) putative protein [Arabidopsis thaliana] 
18009 

58038_1.R1040 
uC-gmflminsoy075f04bl 

18010 

58039_1.R1040 
LIB3106-032-Q1-K1-A12 



Seq. No. 

Contig ID 
5 1 -most EST 



18011 

58056_1.R1040 
LIB3106-066-P1-K1-C10 



Seq. No. 



18012 



2953 



Contig ID 
5" -most EST 



58062_1.R1040 
LIB3106-065-P1-K1-H12 



Seq. No. 

Contig ID 
5' -most EST 



18013 

58080JL.R1040 
LIB3106-065-P1-K1-F5 



Seq. No. 
Contig ID 
5' -most EST 



18014 

58082_1.R1040 
LIB3106-065-P1-K1-F7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



18015 

58083_1.R1040 

fua701041574.hl 

BLASTX 

g3080439 

155 

5.0e-10 

68 
41 

(AL022605) putative protein [Arabidopsis thaliana] 
18016 

58085_1.R1040 
wvk700686058.hl 



Seq. No. 
Contig ID 
5 '-most EST 



18017 

58088_1.R1040 
LIB3106-065-P1-K1-G4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



18018 

58097_1.R1040 

LIB3109-010-Q1-K1-F12 

BLASTX 

g3522949 

725 

8.0e-77 

212 

57 

(AC004411) hypothetical protein [Arabidopsis thaliana] 
18019 

58115_1.R1040 
LIB3106-065-P1-K1-C5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18020 

58127_1.R1040 

LIB3138-103-Q1-N1-E9 

BLASTN 

g20993 

163 

3.0e-86 

374 

86 

P. vulgaris gene for endopeptidase 



Seq. No. 



18021 



2954 



oonuig xjj 




3 ITlOot HjO 1 


T.TR?1 Ofi-OfiS-Pl -K1 -AS 


l v i© LilOvJ. 


RLA9TY 


NCBI GI 


g3687240 


BLAST score 


293 


E value 


z . ue z o 


Match length 


Q/L 


% identity 




NCBI Description 


(AUUUDloy; extensin iiKe 


Seq. No. 


1 QflOO 

io UZZ 


uonuig id 


001.34 1.i\1U4U 


R ' _m/-\ o -f- T?C!T 


t td-31 7^6-064-01 -PCI -Ffl 

LlDjlUO UD4 ^-L I\.-L HO 




o lino 1 /\ 


LNUJ31 bl 




BLAST score 


386 


E value 


2.0e-37 


Match length 


93 


% identity 


48 


NCBI Description 


FLORAL HOMEOTIC PROTEIN 



APETALA2 protein [Arabidopsis thaliana] 
>gi_24 64 888_emb_CAB167 65_ (Z99707) APETALA2 protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18023 

58149_1.R1040 

vzy700751206.hl 

BLASTX 

g4455202 

540 

6.0e-55 

203 

48 

(AL035440) putative APG protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



18024 

58149_2.R1040 
jC-gmst02400011e08al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18025 

58153JL.R1040 

LIB3106-064-Q1-K1-F10 

BLASTX 

g4455169 

279 

2.0e-39 
167 
56 

(AL035521) 
thaliana] 



putative aldehyde dehydrogenase [Arabidopsis 



Seq. No. 
Contig ID 
5 T -most EST 



18026 

58157_1.R1040 
LIB3106-064-Q1-K1-F4 



Seq. No. 
Contig ID 



18027 

58167 1.R1040 



2955 



€1 



5 '-most EST 



LIB3106-064-Q1-K1-D5 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



18028 

58169_1.R1040 
ssr700558932.hl 

18029 

58171JL.R1040 

jsh701066061.hl 

BLASTX 

g3402673 

269 

2.0e-23 

79 

67 

(AC004697) unknown protein [Arabidopsis thaliana] 
18030 

58190JL.R1040 

awf700837461.hl 

BLASTN 

gl335861 

113 

2.0e-56 

280 

90 

Glycine max clathrin heavy chain mRNA, complete cds 



18031 

58190_2.R1040 

awf700837453.hl 

BLASTN 

gl335861 

152 

5.0e-80 

272 

89 

Glycine max clathrin heavy chain mRNA, 



complete cds 



18032 

58193JL.R1040 

LIB3106-064-Q1-K1-A4 

BLASTX 

g4164576 

508 

1.0e-51 

155 

68 

(AF098946) CTF2A [Arabidopsis thaliana] 
18033 

58195_1.R1040 
jsh701066983.hl 

18034 

58204_1.R1040 
LIB3106-063-Q1-K1-G6 



2956 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



BLASTX 

g3023961 

162 

5.0e-ll 

67 

58 

HOMEOBOX PROTEIN KNOTTED- 1-LIKE >gi_194 6222_emb_CAA96512_ 
(Z71980) knottedl-like homeobox protein [Malus domestica] 



Seq. No. 
Contig ID 
5 1 -most EST 



18035 

58208_1.R1040 
LIB3138-079-P1-N1-A2 



Seq. No. 

Contig ID 
5 T -most EST 



18036 

58212_1.R1040 
sat701006874.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18037 

58221_1.R1040 

LIB3106-063-Q1-K1-F11 

BLASTX 

g4006902 

197 

5.0e-15 

156 
30 

(Z99708) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18038 

58228_1.R1040 

LIB3170-088-Q1-K1-G4 

BLASTX 

g4567311 

462 

2.0e-45 

122 

69 

(AC005956) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



18039 

58228_2.R1040 
zsg701128272.hl 



Seq. No. 

Contig ID 
5 '-most EST 



18040 

58228_3.R1040 
jC-gmst02400004ellal 



Seq. No. 

Contig ID 
5' -most EST 



18041 

58228_5.R1040 
pxt700942903.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



18042 

58228_6.R1040 

asn701138349.hl 

BLASTX 

g4567311 

300 



2957 



€1 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



2.0e-27 

68 

75 

(AC005956) 



putative protein kinase [Arabidopsis thaliana] 



18043 

58232_1.R1040 
leu701149993.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18044 

58235_1.R1040 

fC-gmfl700906134al 

BLASTX 

g2982444 

2732 

0.0e+00 

796 

42 

(AL022224) CLV1 receptor kinase like protein [Arabidopsis 
thaliana] 



Seq. No. 


18045 


Contig ID 


58262_1.R1040 


5 1 -most EST 


uaw700666489.hl 


Method 


BLASTX 


NCBI GI 


g2252860 


BLAST score 


179 


E value 


4.0e-25 


Match length 


97 


% identity 


66 


NCBI Description 


(AF013294) No definition line found [Arabidopsis thai 


Seq. No. 


18046 


Contig ID 


58276 1.R1040 


5 1 -most EST 


LIB3106-063-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl888357 


BLAST score 


735 


E value 


1.0e-146 


Match length 


501 


% identity 


54 


NCBI Description 


(X98130) alpha-mannosidase [Arabidopsis thaliana] 




>gi_1890154 emb_CAA72432_ (Y11767) alpha-mannosidase 




precursor [Arabidopsis thaliana] 


Seq. No. 


18047 


Contig ID 


58276 2.R1040 


5 1 -most EST 


LIB3107-034-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl888357 


BLAST score 


720 


E value 


3.0e-76 


Match length 


195 


% identity 


66 


NCBI Description 


(X98130) alpha-mannosidase [Arabidopsis thaliana] 




>gi_1890154_emb_CAA72432_ (Y11767) alpha-mannosidase 




precursor [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18048 

58276_3.R1040 

fC-gmst700651561r8 

BLASTX 

gl888357 

268 

2.0e-23 

93 
59 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

18049 

58279_1.R1040 

vzy700753286.hl 

BLASTX 

g3335366 

397 

4.0e-38 

223 

35 

(AC003028) unknown protein [Arabidopsis thaliana] 
18050 

58281_1.R1040 

zsg701123884.hl 

BLASTX 

g2583110 

150 

1.0e-09 

57 

58 

(AC002387) unknown protein [Arabidopsis thaliana] 
18051 

58302_1.R1040 

rlr700901107.hl 

BLASTX 

g3482921 

144 

5.0e-09 

58 

45 

(AC003970) Unknown protein [Arabidopsis thaliana] 
18052 

58306_1.R1040 

LIB3106-062-Q1-K1-F11 

BLASTX 

g4033763 

346 

3.0e-32 

280 

29 

IMPORTIN BETA- 3 SUBUNIT (KARYOPHERIN BETA- 3 SUBUNIT) 



2959 



Seq. No. 
Contig ID 
5 T -most EST 



(RAN- BINDING PROTEIN 5) >gi_2253156_emb_CAA70103_ 
Ran_GTP binding protein 5 [Homo sapiens] 

18053 

58308_1.R1040 
LIB3106-062-Q1-K1-F2 



(Y08890] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18054 

58312_1.R1040 

uC-gmropic019b02bl 

BLASTX 

gl843628 

560 

1.0e-57 

126 

55 

(U88061) SNF5 homolog BSH [Arabidopsis thaliana] 
18055 

58313_1.R1040 

g5753123 

BLASTX 

g2654226 

175 

1.0e-12 

45 
71 

(AJ003069) aminoacyl-t-RNA synthetase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



18056 

58314_1.R1040 
LIB3138-091-Q1-N1-E10 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



18057 

58323_1.R1040 
LIB3106-062-Q1-K1-D3 

18058 

58330JL.R1040 

LIB3106-062-Q1-K1-E1 

BLASTX 

g3135257 

333 

5.0e-31 

91 

70 

(AC003058) unknown protein [Arabidopsis thaliana] 
18059 

58336JL.R1040 

eep700869760.hl 

BLASTX 

g3236247 

765 

2.0e-81 
225 
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% identity 

NCBI Description 



62 

(AC004684) SCARECROW-like protein [Arabidopsis thaliana] 



Seq. No. 


loOoU 


Contig ID 


58345 1.R1040 


5 T -most EST 


dpv701103069.hl 


Method 


BLASTX 


NCBI GI 


g4559380 


BLAST score 


287 


E value 


1.0e-39 


Match length 


156 


% identity 


tz r 
30 


NCBI Description 


(AC006526) putative auxin- 




[ Arabidopsis thaliana] 


Seq. No. 


loUol 


Contig ID 


58345 2.R1040 


5 1 -most EST 


LIB3106-062-Q1-K1-C12 


Seq. No. 


18062 


Contig ID 


58346__1.R1040 


5 '-most EST 


uC-gmropic071h03bl 


Method 


BLASTX 


NCBI GI 


g2505874 


BLAST score 


794 


E value 


1.0e-106 


Match length 


238 


% identity 


79 


NCBI Description 


(Y12776) putative kinase 


Seq. No. 


18063 


Contig ID 


58348 1.R1040 


5 '-most EST 


LIB3170-022-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3329506 


BLAST score 


242 


E value 


2.0e-20 


Match length 


122 


% identity 


44 


NCBI Description 


(AF074723) RNA polymerase 




mediator [Homo sapiens] 


Seq. No. 


18064 


Contig ID 


58359 1.R1040 


5' -most EST 


V4L-02-Q1-B1-C6 


Method 


BLASTX 


NCBI GI 


gl785613 


BLAST score 


373 


E value 


1.0e-35 


Match length 


165 


% identity 


47 


NCBI Description 


(U83274) polyphenol oxida 


Seq. No. 


18065 


Contig ID 


58364 1.R1040 


5' -most EST 


LIB3139-049-P1-N1-E8 


Method 


BLASTX 



[Vitis vinifera] 



2961 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 r -most EST 



gl019946 
492 

1.0e-49 

120 
78 

(U37060) 



ascorbate peroxidase [Gossypium hirsutum] 



18066 

58372JL.R1040 

kll701202569.hl 

BLASTX 

g4063748 

440 

2.0e-43 

121 

62 

(AC005851) unknown protein [Arabidopsis thaliana] 
18067 

58374_1.R1040 
LIB3106-061-Q1-K1-F9 

18068 

58393_1.R1040 
LIB3106-061-Q1-K1-E12 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



18069 

58400JL. R1040 
LIB3106-061-Q1-K1-E8 

18070 

58408_1.R1040 
LIB3139-040-P1-N1-C10 

18071 

58409_2.R1040 
dpv701101608.hl 

18072 

58417_1.R1040 

sat701012903.hl 

BLASTX 

g2160166 

676 

8.0e-71 

279 

49 

(AC000132) No definition line found [Arabidopsis thaliana] 
18073 

58419JL.R1040 

LIB3107-035-Q1-K1-C11 

BLASTX 

g4249419 

457 

1.0e-45 

165 
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% identity 

NCBI Description 



# 



53 

(AC006072) hypothetical protein, 3' 
thaliana] 



partial [Arabidopsis 



Seq. No. 


18074 


Contig ID 


58427_1.R1040 


5 '-most EST 


kll/ulzuyozz . ni 


Method 


nj 7\ ft mVT 

BLASTN 


NCBI GI 


gl223925 


BLAST score 


221 


E value 


1.0e-121 


Match length 


320 


% identity 


93 


NCBI Description 


Vigna radiata carboxypeptidase 


Seq. No. 


18075 


Contig ID 


58430_1.R1040 


5' -most EST 


pxt700942520.hl 


Seq. No. 


18076 


Contig ID 


58439_1.R1040 


5' -most EST 


LIB3167-077-P1-K2-A8 


Seq. No. 


18077 


Contig ID 


58443 1.R1040 


5 T -most EST 


LIB3106-003-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


gll9931 


BLAST score 


284 


E value 


2.0e-25 


Match length 


123 


% identity 


52 


NCBI Description 


FERREDOXIN I PRECURSOR >gi__657 




[2Fe-2S] I precursor - garden 




ferredoxin I precursor [Pisum 


Seq. No. 


18078 


Contig ID 


58449 1.R1040 


5' -most EST 


kll701204782.hl 


Method 


BLASTN 


NCBI GI 


g3004543 


BLAST score 


33 


E value 


9.0e-09 


Match length 


53 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



91 

Arabidopsis thaliana chromosome II BAC F19F24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

18079 

58449_2.R1040 

uC-gmf lminsoy030allbl 

18080 

58449_3.R1040 
ncj700976889.hl 
BLASTX 
g3004556 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Contig ID 
5 1 -most EST 



184 

2.0e-13 

49 

84 

(AC003673) hypothetical protein [Arabidopsis thaliana] 
18081 

58451_1.R1040 
2DC-01-Q1-B1-F3 

18082 

58455_1.R1040 

LIB3138-014-Q1-N2-C7 

BLASTX 

g!33447 

1645 

0.0e+00 

411 

81 

DNA-DIRECTED RNA POLYMERASE BETA" CHAIN 

>gi_81957_pir S07137 DNA-directed RNA polymerase (EC 

2.7.7.6) beta T -2 chain - garden pea chloroplast (fragment) 
>gi_829325_emb_CAA27545_ (X03912) ORF with large areas of 
homology to RNA polymerase subunit beta [Pisum sativum] 

18083 

58458_1.R1040 
LIB3106-060-Q1-K1-E7 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



18084 

58490_1.R1040 
epx701104721.hl 

18085 

58490_2.R1040 
gsv701055937.hl 

18086 

58500_1.R1040 

pxt700945186.hl 

BLASTX 

g2736147 

797 

3.0e-85 

188 
73 

(AF021804) fatty acid hydroxylase Fahlp [Arabidopsis 
thaliana] >gi_3132481 (AC003096) fatty acid hydroxylase, 
FAH1 [Arabidopsis thaliana] 

18087 

58502_1.R1040 
leu701155506.hl 



Seq. No. 
Contig ID 
5 '-most EST 



18088 

58510JL.R1040 
seb700652790.hl 
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JDlji-iO 1A 


NCBI GI 


g3169719 


BLAST score 


621 




Z • U4 


Mat cn length 


z lb 


% identity 


01 


NCBI Description 


vArUU/iuyj similar r.o yeast ctcpi [HraDiaopsib tncixxciiia. 


Seq. No. 


i onoQ 

louoy 


Contig ID 


cqci n o di A/in 
OojIU Z.K1U4U 


3 ILIOST- JltDl 


ZZp i UUO jjUjj .ill 




DT 7\CTV 
£5 ±jr\0 1 A. 


NCBI GI 


g3169719 


BLAST score 


313 


E value 


1 . Utr Z O 


i v ia.LCu iengt.n 


i n& 


% identity 


bz 


NCBI Description 


UU / IUj j Similar X.O ycabu QLpi [nlaJJlUUpolD Lnaliaiia 


beq. No. 


i on nn 

laUyu 


Lontig id 


DCS 014 1.K1U4U 


o —most, ioi 


T TR^1 fl£ — (IRQ— Hi — Tfl —HQ 
IilDjlUD Uj yyi J\l nc? 




DT TtCTV 
DliriD 1 A 


NCBI GI 


g3482973 


BLAST score 


274 


E value 


b . ue— Z4 


Match lengtn 


135 


% identity 


51 


NCBI Description 


(AL031369) putative protein [Arabidopsis thaliana] 


Seq. No. 


18091 


Contig ID 


58519 1.R1040 


5 T -most EST 


leu701151173.hl 


beq. jno . 


1 O U -?Z 


Contxg ID 


bobby 1.K1U4U 


C 1 _ _ j_ prim 

b -most EST 


uu-gmronoiruu /duoJoi 


Seq. No. 


its uy j 


Contig ID 


COC/IO 1 Til C\ A f\ 

bob4z 1.R1U4U 




T TR^1 *3 ft — Hi —Ml -RQ 


Metnoa 


DT 7\ OTV 


NOiil vj-L 


g4o oo yz t> 


BLAST score 


670 


E value 


6.0e-70 


Match length 


loz 


% identity 


74 


NCBI Description 


(AL049483) putative phosphatidylserine decarboxylase 




[Arabidopsis thaliana] 


Seq. No. 


1 Q n Q A 

loUy4 


Contig ID 


58543 1.R1040 


5 T -most EST 


LIB3109-055-Q1-K1-C7 


Seq. No. 


18095 


Contig ID 


58545 1.R1040 


5 f -most EST 


leu701146828.hl 
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Method 


BLASTX 


NCBI GI 


g3132477 


BLAST score 


636 


E value 


I . ue-oo 


Match length 


214 


% identity 


16 


NCBI Description 


(AC003096) unknown protein [Arabidopsis thaliana] 


Seq. No. 


18096 


Contig ID 


58550 1.R1040 


5 1 -most EST 


pmv7 008 94 910 . nl 


Method 


BLASTX 


NCBI GI 


g3063446 


BLAST score 


915 


E value 


5 . Oe-99 


Match length 


240 


% identity 


74 


NCBI Description 


(AC003981) F22013.8 [Arabidopsis thaliana] 


Seq. No. 


18097 


Contig ID 


58552 1.R1040 


5 T -most EST 


LIB3109-038-Q1-K1-G5 


Seq. No. 


18098 


Contig ID 


58568_1.R1040 


5 '-most EST 


uC-gmflminsoyl08e04bl 


Seq. No. 


18099 


Contig ID 


58573_1.R1040 


5 T -most EST 


LIB3106-058-Q1-K1-H12 


Seq. No. 


18100 


Contig ID 


58583_1.R1040 


5 1 -most EST 


LIB3106-059-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2224925 


BLAST score 


742 


E value 


6. Oe-79 


Match length 


163 


% identity 


86 


NCBI Description 


(AF002678) kinesin-like protein [Arabidopsis thali 


Seq. No. 


18101 


Contig ID 


58584 1.R1040 


5' -most EST 


taw700658126.hl 


Method 


BLASTX 


NCBI GI 


gllo /4z 


BLAST score 


415 


E value 


3.0e-40 


Match length 


223 


% identity 


42 


NCBI Description 


AMINOPEPTIDASE N (ALPHA-AMINOACYL PEPTIDE HYDROLASE 



>gi_147142 (M15273) peptidase N [Escherichia coli] 
>gi_147144 (M15676) aminopeptidase N [Escherichia coli] 
>gi_1787163 (AE000195) aminopeptidase N [Escherichia coli] 
>gi_4062498_dbj_BAA35684_ (D90731) Aminopeptidase n (EC 
3.4.11.2) (alpha-aminoacylpeptide hydrolase). [Escherichia 
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coli] 



Seq. No. 

Contig ID 
5' -most EST 



18102 

58589JL.R1040 
LIB3106-018-Q1-K1-C11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



18103 

58605_1.R1040 

g5677214 

BLASTX 

g3080389 

678 

5.0e-71 

246 
60 

(AL022603) putative membrane associated protein 
[Arabidopsis thaliana] 

18104 

58605_2.R1040 

dpv701097068.hl 

BLASTX 

g3080389 

238 

7.0e-20 

128 

49 

(AL022603) putative membrane associated protein 
[Arabidopsis thaliana] 

18105 

58605_4.R1040 
leu701156085.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



Seq. No. 

Contig ID 
5" -most EST 



18106 

58611J..R1040 

zhf700955121.hl 

BLASTX 

g3170230 

356 

1.0e-33 

173 

47 

(AF041848) fructose- 6-phosphate 2-kinase 
/fructose-2, 6-bisphosphatase [Spinacia oleracea] 

18107 

58614_1.R1040 
zpv700761779.hl 

18108 

58632_1.R1040 
rlr700901961.hl 



Seq. No. 

Contig ID 
5 '-most EST 



18109 

58640JL.R1040 
LIB3138-040-Q1-N1-C9 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



BLASTX 

g4467098 

556 

4.0e-57 

178 

67 

(AL035538) 



putative protein [Arabidopsis thaliana] 



18110 

58658J..R1040 
LIB3106-058-Q1-K1-A10 

18111 

58660J..R1040 

jC-gmle01810006h05al 

BLASTX 

g2266985 

702 

4.0e-74 

195 

71 

(Y13943) MEtRS [Arabidopsis thaliana] 
18112 

58678_1.R1040 
LIB3106-057-Q1-K1-B2 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18113 

58681_1.R1040 
sat701008103.hl 

18114 

58694JL.R1040 
LIB3106-009-Q1-K1-D10 

18115 

58701_1.R1040 

LIB3106-056-Q1-K1-H12 

BLASTX 

g4240253 

145 

8.0e-09 

65 

45 

(AB020689) KIAA0882 protein [Homo sapiens] 
18116 

58708JL.R1040 

LIB3106-057-Q1-K1-A12 

BLASTX 

gl076301 

167 

2.0e-ll 

101 
24 

CONSTANS protein - Arabidopsis thaliana 
>gi_1161514_emb_CAA644 07_ (X94937) CONSTANS protein 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



[Arabidopsis thaliana] 
18117 

58714JL.R1040 
LIB3106-056-Q1-K1-F12 

18118 

58715_1.R1040 

zhf700955643.hl 

BLASTX 

g2341032 

689 

3.0e-72 

319 
48 

(AC000104) EST gb_ATTS0956 comes from this gene. 
[Arabidopsis thaliana] 

18119 

58717_1.R1040 
bth700848122.hl 

18120 

58724JL.R1040 

ncj700976961.hl 

BLASTX 

gl22087 

632 

4.0e-66 

133 
96 

HI STONE H3 >gi__8184 9_pir S04520 histone H3 (clone pH3c-l) 

- alfalfa >gi_82609j?ir A26014 histone H3 - wheat 

>gi_19607_emb_CAA31964_ (X13673) histone H3 (AA 1-136) 

[Medicago sativa] >gi_19609_emb_CAA31965_ (X13674) histone 
H3 (AA 1-136) [Medicago sativa] >gi_21797_emb_CAA25451_ 

(X00937) H3 histone [Triticum aestivum] >gi_488565 (U09459) 
histone H3.1 [Medicago sativa] >gi_2565419 (AF026803) 
histone H3 [Onobrychis viciifolia] 

18121 

58728J..R1040 

LIB3138-003-Q1-N1-E1 

BLASTN 

g2828182 

38 

2.0e-ll 

241 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MOJ9, complete sequence [Arabidopsis thaliana] 

18122 

58728_2.R1040 
ncj700978629.hl 



Seq. No. 



18123 



2969 



CD 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58728_3.R1040 
jC-gmle01810014blldl 

18124 

58734JL.R1040 

jex700903395.hl 

BLASTX 

g3249086 

511 

6.0e-52 

112 

86 

(AC004473) Contains similarity to 21 KD subunit of the 
Arp2/3 protein complex (ARC21) gb_AF006086 from Homo 
sapiens. EST gb_Z37222 comes [Arabidopsis thaliana] 

18125 

58736_1.R1040 
LIB3106-056-Q1-K1-E6 

18126 

58769JL.R1040 

LIB3106-055-Q1-K1-H5 

BLASTX 

g400986 

239 

4.0e-20 

66 

76 

SOS RIBOSOMAL PROTEIN LIS, CHLOROPLAST PRECURSOR (CL15) 

>gi_81947_pir S18001 ribosomal protein LIS precursor, 

chloroplast - garden pea (fragment) >gi_20867_emb_CAA77595_ 
(Z11510) Plastid ribosomal protein CL15 [Pisum sativum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18127 

58791JL.R1040 

LIB3106-055-Q1-K1-D5 

BLASTX 

g3913661 

220 

7.0e-18 

66 

65 

FERREDOXIN B (FD B) >gi_322807j?ir S28199 ferredoxin 

[2Fe-2S] B - giant taro >gi_264 602_bbs_123934 ferredoxin B 
isoprotein, Fd B [Alocasia macrorrhiza=elephant ear, 
Schott, Peptide, 98 aa] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



18128 

58798_1.R1040 

gsv701043854.hl 

BLASTX 

g3176874 

421 

3.0e-41 

184 
47 
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NCBI Description (AF065639) cucumi sin-like serine protease [Arabidopsis 
thaliana] 



Seq. No. 


lOXZ ¥ 


Contig ID 


OooUo 1.K1U4U 


5' -most EST 


uC-gmflminsoy081dl0bl 


Seq. No. 




Contig ID 


OOoUy 1.K1U4U 


5 1 -most EST 


LIBolU o-Uo4-yi-Kl-tj / 


Seq. No. 


1 Q1 T1 


Contig ID 


cool i i tDin/n 


5 -most EST 


crn /uuojZUZ4 .ni 


Seq. No. 




oontig ID 




5' -most EST 


LIB3106-054-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g4432865 


BLAST score 


599 


E value 


2.0e-66 


Match length 


148 


% identity 


84 


NCBI Description 


(AC006300) putative c 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18133 

58823JL.R1040 
sat701012735.hl 

18134 

58826_1.R1040 

kll701213544.hl 

BLASTX 

g3367536 

535 

1.0e-54 

120 
89 

(AC004392) Contains similarity to symbiosis-related like 
protein F1N20.80 gi_2961343 from A. thaliana BAC 
gb_AL022140. EST gb_T04695 comes from this gene. 

[Arabidopsis thaliana] 

18135 

58830JL.R1040 

jC-gmfl02220144g08al 

BLASTX 

g2827699 

261 

2.0e-22 

108 

56 

(AL021684) predicted protein [Arabidopsis thaliana] 



Seq. No. 



18136 



2971 



(D 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58835_1.R1040 

LIB3107-064-Q1-K1-E6 

BLASTN 

g2262155 

50 

4.0e-19 

118 

86 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



18137 

58835_2.R1040 
kll701203127.hl 



Seq. No. 

Contig ID 
5 T -most EST 



18138 

58836_1.R1040 
jC-gmle01810015a05dl 



Seq. No. 
Contig ID 
5' -most EST 



18139 

58842JL.R1040 
LIB3106-054-Q1-K1-C11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18140 

58854JL.R1040 

jC-gmle01810086f03dl 

BLASTX 

g3860263 

262 

9.0e-23 
78 
60 

(AC005824) 
thaliana] 



putative cytochrome p450 protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



18141 

58861_1.R1040 
LIB3106-054-Q1-K1-A7 



Seq. No. 
Contig ID 
5 '-most EST 



18142 

58864JL.R1040 
LIB3106-054-Q1-K1-B11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18143 

58866JL.R1040 

kmv700740915.hl 

BLASTX 

g2982469 

428 

5.0e-42 

110 

74 

(AL022223) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



18144 

58871_1.R1040 
sat701014433.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3165581 

489 

1.0e-48 

362 
34 

(AF067942) similar to lysosomal acid lipases (SW:P38571) 
[Caenorhabditis elegans] 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18145 

58875JL.R1040 
LIB3106-052-Q1-K1-G5 

18146 

58882JL.R1040 

jC-gmle01810007c06al 

BLASTX 

g3776557 

198 

3.0e-15 
146 

36 , 
(AC005388) Contains similarity to gi_2924495 hypothetical 
protein Rvl920 from Mycobacterium tuberculosis genome 
gb AL022020. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



18147 

58882_2. R1040 
LIB3106-052-Q1-K1-H3 



Seq. No. 
Contig ID 
5 1 -most EST 



18148 

58883JL.R1040 
LIB3106-052-Q1-K1-H4 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



18149 

58887_1.R1040 

uC-gmronoir074a02bl 

BLASTX 

g2251248 

171 

1.0e-ll 

179 

28 

(AF003352) unknown [Mus musculus] 
18150 

58892_1.R1040 
LIB3106-052-Q1-K1-E9 



Seq. No. 

Contig ID 
5' -most EST 



18151 

58901_1.R1040 
LIB3106-052-Q1-K1-F7 



Seq. No. 
Contig ID 
5' -most EST 



18152 

58925_1.R1040 
pmv700893843.hl 
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Seq. No. 


1 O 1 C *3 
lOXDO 


Contig ID 


58926 1.R1U4U 


|— • — i_ rinm 

5 -most EST 


JUlDJlUt) U yJL ~r\.X sd±\j 


Method 


BLASTX 


NCBI GI 


g3341684 


BLAST score 


151 


E value 


/ . Ue-iu 


Match length 


91 


% identity 


44 


NCBI Description 


(AC003672) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


18154 


Contig ID 


OoyoU 1.KXU4U 


5 f -most EST 


LIB3106-052-Q1-K1-DO 


Seq. No. 


1 O 1 C C 

loloo 


Contig ID 


oyyjy j..kiu4u 


r* t i_ nnm 

S'-most EST 


] L— gmrouzo uuu joniiai 


Method 


BLASTX 


NCBI GI 


g3335372 


BLAST score 


303 


E value 


2 . Oe-27 


Match length 


134 


% identity 


46 


NCBI Description 


(AC003028) putative SRG1 protein [Arabidopsis thaliana] 


Seq. No. 


18156 


Contig ID 


58945 1.R1040 


5' -most EST 


LIB3106-051-Q1-K1-H6 


Seq. No. 


18157 


Contig ID 


58947_1 .R1040 


5 T -most EST 




Method 


BLASTX 


NCBI GI 


g2982285 


BLAST score 


364 


E value 


2 . Oe-34 


Match length 


88 


% identity 


69 


NCBI Description 


(AF051227) GASAo-like protein LFicea marianaj 


Seq. No. 


18158 


Contig ID 


58950 2.R1040 


5 ' -most EST 


LIBoloy— UbU-fl-Nl— All 


Method 


BLASTX 


NCBI GI 


g3786011 


BLAST score 


211 


E value 


4.0e-32 


Match length 


140 


% identity 


59 


NCBI Description 


(AC005499) putative elongation ractor [AraDiaopsis 




thaliana] 


Seq. No. 


18159 


Contig ID 


58950 3.R1040 


5' -most EST 


jC-gmle01810094e08al 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3786011 
266 

6.0e-23 

109 

58 

(AC005499) putative elongation factor [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



18160 

58952_1.R1040 
g5677838 



Seq. No. 
Contig ID 
5' -most EST 



18161 

58955_1.R1040 
wvk700682003.hl 



Seq. No. 
Contig ID 
5' -most EST 



18162 

58966JL.R1040 
LIB3106-051-Q1-K1-G6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18163 

58971_1.R1040 

LIB3106-051-Q1-K1-D6 

BLASTX 

g3061271 

238 

5.0e-20 

75 
63 

(AB012863) NPCA1 [Nicotiana paniculata] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18164 

58971_2.R1040 

jex700903617.hl 

BLASTX 

g310921 

165 

1.0e-ll 

55 
62 

(L19255) carbonic anhydrase [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5 1 -most EST 



18165 

58971_3.R1040 
kmv700740490.hl 



Seq. No. 

Contig ID 
5 f -most EST 



18166 

58975_1.R1040 
LIB3106-051-Q1-K1-E12 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



18167 

58992^1. R1040 

LIB3139-037-P1-N1-H8 

BLASTN 

g3510343 

42 

6.0e-14 
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Match length 351 
% identity 88 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJC20, complete sequence [Arabidopsis thaliana] 

Seq. No. 18168 

Contig ID 59012_1 . R1040 

5' -most EST LIB3106-051-Q1-K1-B10 

Seq. No. 18169 

Contig ID 59030JL.R1040 

5 T -most EST LIB3106-050-Q1-K1-H12 

Method BLASTX 

NCBI GI g2346966 

BLAST score 170 

E value 4.0e-12 

Match length 41 

% identity 76 

NCBI Description (AB004871) CPC [Arabidopsis thaliana] 

>gi_4559383_gb_AAD23043.1__AC006526_8 (AC006526) putative 
DNA binding protein CPC [Arabidopsis thaliana] 

18170 

59035_1.R1040 
pxt700943088.hl 
BLASTX 
g2749939 
235 

3.0e-19 

78 
55 

(U70999) CCS1 [Chlamydomonas reinhardtii] >gi_2749941 
(U71000) CCS1 [Chlamydomonas reinhardtii] 

Seq. No. 18171 

Contig ID 59077_1 .R1040 

5' -most EST LIB3106-049-Q1-K1-H1 

Method BLASTX 

NCBI GI g4539324 

BLAST score 220 

E value 2.0e-17 

Match length 48 

% identity 85 

NCBI Description (AL035679) kinesin like protein [Arabidopsis thaliana] 

Seq. No. 18172 

Contig ID 59085_1 . R1040 

5' -most EST j C-gmst02400049hl2dl 

Method BLASTX 

NCBI GI g2565436 

BLAST score 303 

E value 2.0e-27 

Match length 70 

% identity 86 t 
NCBI Description (AF028842) DegP protease precursor [Arabidopsis thaliana] 

Seq. No. 18173 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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# 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



59088_1.R1040 
LIB3106-050-Q1-K1-A11 

18174 

59090_1.R1040 
LIB3106-050-Q1-K1-A12 

18175 

59092J..R1040 

leu701154508.hl 

BLASTX 

g2146800 

418 

5.0e-41 

151 

56 

anthocyanin 3 glucoside: rhamnosyltransf erase - garden 
petunia >gi_454245_emb_CAA50376__ (X71059) anthocyanin 3 
glucoside: rhamnosyltransf erase [Petunia x hybrida] 
>gi_454253_emb_CAA50377_ (X71060) anthocyanin: 
rhamnosyltransf erase [Petunia x hybrida] 

18176 

59094JL.R1040 
LIB3106-049-Q1-K1-F2 

18177 

59096_1.R1040 

LIB3106-049-Q1-K1-F4 

BLASTX 

g3096947 

243 

2.0e-20 

118 

42 

(Y16327) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] 

18178 

59096__2.R1040 
rca700998222.hl 

18179 

59110_1.R1040 
fua701039040.hl 

18180 

59111_1.R1040 
2DC-01-Q1-E1-H7 

18181 

59118_1.R1040 

fua701043193.hl 

BLASTX 

g3033379 

350 

1.0e-32 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



120 
58 

(AC004238) putative DNA-binding protein [Arabidopsis 
thaliana] 

18182 

59136_1.R1040 
rlr700900022.hl 
BLASTX 
g3335373 
167 

1.0e-ll 

87 
37 

(AC003028) putative GTL1 protein [Arabidopsis thaliana] 
18183 

59149_1.R1040 
epx701104068.hl 

18184 

59153_1.R1040 
uC-gmrominsoy093b05bl 
BLAST N 
g22069 
- 41 
1.0e-13 
192 
85 

V.radiata mRNA for ACC synthase 
18185 

59161JL.R1040 
epx701107416.hl 

18186 

59175_1.R1040 
hrw701062928.hl 
BLASTX 
g3420051 
258 

5.0e-35 
74 
92 

(AC004 680) unknown protein [Arabidopsis thalxana] 
18187 

59175_2.R1040 
bth700846565.hl 
BLAST N 
g3420043 
113 

1.0e-56 

269 
86 

Arabidopsis thaliana chromosome II BAC F23F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 
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# 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



18188 

59184J..R1040 
LIB3106-048-Q1-K1-E9 



18189 

59185_1.R1040 

uC-gmropic025e03bl 

BLASTX 

g719291 

312 

1.0e-55 
155 
76 

(U19134) unknown 
>gi_1095007_prf_ 

18190 

59199JL.R1040 
ssr700557726.hl 



[Arabidopsis thaliana] 

2107236A SABRE gene [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 



18191 

59205_1.R1040 
LIB3106-048-Q1-K1-B7 

18192 

59216_2.R1040 

bth700844414.hl 

BLASTX 

gl345933 

149 

1.0e-09 

68 
49 

CITRATE SYNTHASE, GLYOXYSOMAL PRECURSOR (GCS) 

>gi_1084323__pir S53007 citrate synthase - cucurbit 

>gi_975633_dbj__BAA07328_ (D38132) glyoxysomal citrate 
synthase [Cucurbita sp.] 

18193 

59226_1.R1040 

g5678036 

BLASTX 

g4539330 

321 

2.0e-29 

169 

42 

(AL035679) putative receptor-like protein kinase (fragment) 
[Arabidopsis thaliana] 

18194 

59226_2.R1040 

LIB3106-047-Q1-K1-H5 

BLASTX 

gl809257 

215 
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E value 
Match length 
% identity 
NCBI Description 



2.0e-17 

98 
43 

(U59316) serine/threonine protein kinase Pto [Lycopersicon 
esculentum] 



Seq. No. 
Contig ID 
5' -most EST 



18195 

59229_1.R1040 
uC-gmronoir031f lObl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18196 

59232JL.R1040 

LIB3106-047-Q1-K1-E5 

BLASTX 

g3560141 

160 

6.0e-ll 

54 
57 

(AL031534) ribosomal protein 133-like protein 
[Schizosaccharomyces pombe] 



Seq. No. 


18197 


Contia ID 


59233 2.R1040 


5 '-most EST 


LIB3106-047-Q1-K1-E6 


Seq. No. 


18198 


Print- in T D 


59235 1.R1040 


5 T -most EST 


pcp700992538.hl 


Method 


BLASTX 


NCBI GI 


g4539329 


BLAST score 


838 


E value 


4.0e-90 


Match length 


204 


% identity 


72 


NCBI Description 


(AL035679) ES43 like protein 


Seq. No. 


18199 


Contig ID 


59241 1.R1040 


5' -most EST 


wvk700680922.hl 


Method 


BLASTX 


NCBI GI 


gl001603 


BLAST score 


286 


E value 


3.0e-25 


Match length 


169 


% identity 


38 


NCBI Description 


(D64000) hypothetical protein 


Seq. No. 


18200 


Contig ID 


59241 2.R1040 


5' -most EST 


LIB3138-042-Q1-N1-G11 


Seq. No. 


18201 


Contig ID 


59247 1.R1040 


5 T -most EST 


LIB3106-047-Q1-K1-G12 


Seq. No. 


18202 
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Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



59282J..R1040 
bth700847658.hl 

18203 

59291_1.R1040 

LIB3106-047-Q1-K1-A10 

BLASTN 

g871769 

38 

6.0e-12 

110 
90 

V.unguiculata mRNA for glycin-rich protein 
18204 

59294JL.R1040 
ncj700985947.hl 

18205 

59301JL.R1040 
jC-gmst02400077el2dl 

18206 

59301_2.R1040 
LIB3106-046-Q1-K1-F6 

18207 

59314_1.R1040 

hyd700731222.hl 

BLASTX 

g4138265 

419 

4.0e-41 

136 

62 

(AJ006228) Avr9 elicitor response protein [Nicotiana 
tabacum] 

18208 

59316_1.R1040 
LIB3106-022-Q1-K1-H8 

18209 

59317_1.R1040 
xpa700793684.hl 

18210 

59317_2.R1040 
jC-gmro02910004e05al 

18211 

59321JL.R1040 

ncj700984969.hl 

BLASTX 

g4455367 

563 

7.0e-58 



2981 



Match length 


ZU / 


% identity 


OU 


NCBI Description 


/7vt o a \ -a +- -j rM~rt"i-oi n r z^t^V'it Hnri^ "i ^ thaliana! 

( r\Li U O 3 3 Z 4 ) pUIaLlve pLULfciXil L"-'- auiuujjo _l o liicl j__l.claj.o. j 


Seq. No. 


XoZ XZ 


Contig ID 


CQ007 -i di 04n 


o -most hoi 


T TMl7Tfi-04fi-O1 -Kl-Fl 

L1DJ1UU u*±u J. i 


Method 


BLASTX 


NCBI GI 


g4432832 


BLAST score 


311 


E value 


0 . ue-ou 


Match length 


y4 


% identity 


*7 O. 


NCBI Description 


/AfnA^oQ^^ cnrni i ar fn nmi-pin Hi"fQC r Airabidoos is thaliana 


Seq. No. 


1 QOI Q 


Contig ID 


oyjjj X.r\XU4U 




-FP-rnTvf 1 7nfiQ000 oo ai 

x^ y x / uu JUvu^itt-L 


Method 


BLASTX 


NCBI GI 


g2804278 


BLAST score 


1203 


E value 


1 . ue- 1 


Match length 


z / o 


% identity 


84 


NCBI Description 


(AdUUooIo) squaxene epoxxciase ina.Lia.x. yj-iiocnyj 


Seq. No. 


1001/1 
lozl4 


Contig ID 


0yj4J X.KXU4U 


5 -most EST 


T TT3T1 r\£ — C)A fc—Cil -TCI —Hi 1 
LIdjIUO U'iO ^1 rvx uxx 


Method 


BLASTN 


NCBI GI 


g535585 


BLAST score 


34 


E value 


z . ue— u y 


Match length 


one 


% identity 


85 


NCBI Description 


Medicago sativa proline-rich protein mRNA, complete cds 


Seq. No. 


lozlo 


Contig ID 


59343 2.R1040 


5 f -most EST 


pxt700945060.hl 


Seq. No. 


1 001 c 

x 0 z 1 0 


Contig. ID 


3 yool 1 . KXU4 u 


5' -most EST 


LIBJ1UD-U4 b-yi-i\l~ril 


Seq. No. 


±oZ 1 / 


Contig ID 


r noco 1 di n / n 
oyjOO 1.K1U4U 


5 -most EST 


t "na"3i hq—hop.— m — k*i — ttr 

iilDjlUy UZO r\.X I J 


Method 


BLASTX 


NCBI GI 


gl755178 


BLAST score 


249 


E value 


4 D^-01 


Match length 


105 


% identity 


50 


NCBI Description 


(U75200) germin-like protein [Arabidopsis thaliana] 


Seq. No. 


18218 
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Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 



59365_1.R1040 
leu701148949.hl 

18219 

59371J..R1040 

LIB3106-045-Q1-K1-H9 

BLASTX 

g3402746 

159 

1.0e-10 

55 

51 

(AL022603) putative protein [Arabidopsis thaliana] 
>gi_3402762_emb_CAA20208.1_ (AL031187) putative protein 
[Arabidopsis thaliana] 

18220 

59418_1.R1040 
LIB3106-045-Q1-K1-D1 

18221 

59419_1.R1040 

vzy700750706.hl 

BLASTX 

g4049351 

263 

7.0e-23 

83 

54 

(AL034567) nodulin-like protein [Arabidopsis thaliana] 
18222 

59422_1.R1040 

LIB3106-045-Q1-K1-D2 

BLASTX 

g4115357 

368 

6.0e-35 

160 
47 

(AC005957) hypothetical protein [Arabidopsis thaliana] 
18223 

59422_2.R1040 

wrg700789515.h2 

BLASTX 

g4115357 

146 

1.0e-09 

62 

56 

(AC005957) hypothetical protein [Arabidopsis thaliana] 
18224 

59424_1.R1040 

eep700869728.hl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4468979 
575 

5.0e~59 

226 

58 

(AL035605) putative protein [Arabidopsis thaliana] 
18225 

59431_1.R1040 

LIB31 67-07 7-P1-K2 -All 

BLASTX 

gl532135 

374 

9.0e-36 

96 
74 

(U4 9442) chloroplast mRNA-binding protein CSP41 precursor 
[Spinacia oleracea] 

18226 

59432_1.R1040 

jC-gmst02400058dllal 

BLASTX 

g2895866 

1535 

1.0e-171 

376 

76 

(AF045770) methylmalonate semi-aldehyde dehydrogenase 
[Oryza sativa] 

18227 

59442JL.R1040 

LIB3106-045-Q1-K1-C2 

BLASTX 

gl077345 

156 

3.0e-10 

72 

44 

hypothetical protein YLR290c - yeast (Saccharomyces 
cerevisiae) >gi_596046 (U17243) L8003.16 gene product 
[Saccharomyces cerevisiae] 

18228 

59448_1.R1040 

LIB3106-043-Q1-K1-H12 

BLASTX 

g2623295 

1060 

1.0e-116 

349 

61 

(AC002409) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



18229 

59472 1.R1040 
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5 '-most EST 



LIB3106-043-Q1-K1-G11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18230 

59482_1.R1040 

jC-gmle01810070f08al 

BLASTX 

g3924606 

682 

1.0e-71 

248 

40 

(AF069442) hypothetical protein [Arabidopsis thalxana] 



Seq. No. 
Contig ID 
5 '-most EST 



18231 

59483_1.R1040 
jC-gmfl02220115glldl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



18232 

59497JL.R1040 

wrg700791996.hl 

BLASTX 

g3822036 

157 

1.0e-10 

89 

39 

(AF072326) endo-1, 3-1, 4-beta-D-glucanase [Zea mays] 
18233 

59499_1.R1040 
LIB3109-035-Q1-K6-E9 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



18234 

59501JL.R1040 

LIB3106-020-Q1-K1-E1 

BLASTX 

g3702327 

151 

1.0e-09 

70 

44 

(AC005397) unknown protein [Arabidopsis thaliana] 
18235 

59518_1.R1040 
LIB3106-043-Q1-K1-A3 



Seq. No. 
Contig ID 
5 '-most EST 



18236 

59524JL.R1040 
LIB3106-042-Q1-K1-F4 



Seq. No. 

Contig ID 
5 '-most EST 



18237 

59539_1.R1040 
uC-gmropic037c05bl 



Seq. No. 
Contig ID 



18238 

59547 1.R1040 
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5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



g4300855 
18239 

59556_1.R1040 
jC-gmfl02220079g04al 

18240 

59565_1.R1040 

gsv701053091.hl 

BLASTX 

g4468733 

519 

1.0e-52 

168 

58 

(AJ012839) replication factor C subunit 
[Schizosaccharomyces pombe] 

18241 

59565_2.R1040 

uaw700662757.hl 

BLASTX 

g4468733 

154 

8.0e-18 

76 
58 

(AJ012839) replication factor C subunit 
[Schizosaccharomyces pombe] 

18242 

59570_2.R1040 
uC-gmropic020g07bl 

18243 

59575_1.R1040 
LIB3106-042-Q1-K1-A1 

18244 

59578_1.R1040 

LIB3106-042-Q1-K1-A2 

BLASTX 

g3721856 

810 

1.0e-109 

243 

73 

(AB014057) beta-Amyrin Synthase [Panax ginseng] 
18245 

59592JL.R1040 
epx701109151.hl 

18246 

59595_1.R1040 

epx701105443.hl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3668151 
147 

3.0e-09 

48 

60 

(AL0317 64) putative FAD synthetase [Schizosaccharomyces 
pombe] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18247 

59596_1.R1040 

LIB3106-041-Q1-K1-G4 

BLASTX 

gll5813 

153 

6.0e-13 

73 

53 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE III PRECURSOR 
(CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18248 

59633J..R1040 

LIB3106-041-Q1-K1-D4 

BLASTX 

g4455239 

152 

6.0e-10 

73 

38 

(AL035523) 
thaliana] 



abscisic acid-induced-like protein [Arabidopsis 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18249 

59641JL.R1040 

uC-gmropic096c04bl 

BLASTX 

g4539335 

349 

9.0e-33 

90 
64 

(AL035539) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18250 

59641_2.R1040 

LIB3138-119-Q1-N1-H12 

BLASTX 

g4539335 

720 

3.0e-7 6 

182 

66 

(AL035539) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 



18251 

59641 3.R1040 
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5' -most EST g5605769 



Seq. No. 18252 

Contig ID 59645_1 . R1040 

5' -most EST eep700868359.hl 

Method BLASTX 

NCBI GI g2981475 

BLAST score 1385 

E value 1.0e-154 

Match length 325 

% identity 78 

NCBI Description (AF053084) putative cinnamyl alcohol dehydrogenase [Mai 
domestical 

Seq. No. 18253 

Contig ID 59653JL . R1040 

5 '-most EST LIB3106-041-Q1-K1-B5 

Method BLASTX 

NCBI GI gl839188 

BLAST score 550 

E value 2.0e-56 

Match length 126 

% identity 83 , , 

NCBI Description (U86081) root hair defective 3 [Arabidopsis thalianaj 

Seq. No. 18254 

Contig ID 59655JL.R1040 

5' -most EST LIB3106-040-Q1-K1-G12 

Method BLASTX 

NCBI GI g2905643 

BLAST score 218 

E value 2.0e-17 

Match length 125 

% identity 38 . 
NCBI Description (AF045244) ribitol kinase [Klebsiella pneumoniae] 



Seq. No. 18255 

Contig ID 59655_2 . R1040 

5' -most EST uC-gmronoir024c08bl 



Seq. No. 18256 

Contig ID 59664JL .R1040 

5 '-most EST awf 700841148 . hi 

Method BLASTX 

NCBI GI gl706396 

BLAST score 433 

E value 2.0e-50 

Match length 287 

% identity 43 

NCBI Description ESTRADIOL 17 BETA- DEHYDROGENASE 4 (17-BETA-HSD 4) 
{ 17-BETA-HYDROXYSTEROID DEHYDROGENASE 4) 

>gi 2134658__pir S59136 17beta-hydroxysteroid dehydrogenase 

IV - human >gi_1050517_emb_CAA60643_ (X87176) _ 
17beta-hydroxysteroid dehydrogenase [Homo sapiens] 
>gi 4165049 (AF057740) 17-beta-hydroxysteroid dehydrogenase 
IV THomo sapiens] >gi_4 504 505_refJSIP_00 0405 . l_pHSD17B4_ 
hydroxysteroid (17-beta) dehydrogenase 



2988 



beq. wo. 


1 Q 9 




RQ67^ 1 Rl OA 0 


C i "corn 

o -most bub l 


gsv/uiuojjz/ . nx 


Method 


BLASTX 


NCBI GI 


g3763923 


dlaoi score 




E value 




Match length 


74 


% identity 


81 


NCBI Description 


7\ A f\ /I A £\C\\ Vi t r»^i^+-ln of i P2 1 7->-k- /->.-(- ai n 
^iiL.UU443UJ iiypOLiieLlOal piULclIl 


Seq. No. 


18258 


Contig ID 


59679_1.R1040 


o -most EbT 




Seq. No. 


18259 


Contig ID 


59720 1.R1040 


o -most hoi 


r\nr\lCir\ QQ47D7 hi 

pep / uuyy^ / U / .111 


Seq. No. 


loZOU 


Contig ID 


59/20 2.R1U4U 


5 T -most EST 


nrw /OlUoloUl . nl 


Seq. No. 


18261 


Contxg ID 


O y / £ 1 1 . Kl U4 U 


5 -most EST 


L±bJlUo-U4U-Ul-!\l-rjlU 


Method 


BLASTX 


NCBI GI 


g4090662 


BLAST score 




E value 


2 . Oe-60 


Match length 


174 


% identity 


68 


NCBI Description 


(UybooU) maturase [Aiangium pxatz 


Seq. No. 


18262 


Contig ID 


59723 1.R1040 


o -most Hjb i 


T TR^1 0£ — 040 — Pil — fcfl — Rl 9 


Seq. No. 


18263 


Contig ID 


59725_1.R1040 


o -most EbT 


uC— gmf lminsoy07 9cl lbl 


Seq. No. 


18264 


Contig ID 


59743_1.R1040 


S'-most EST 


LIB3106-039-Q1-K1-H10 


Seq. No. 




Contig ID 


59745 1.R1U40 


o -most Ebi 


T TQ^1 o C-n^Q-OI 1 — Hi 9 


Seq. No. 


18266 


Contig ID 


59748_1.R1040 


5' -most EST 


uC-gmropic043f llbl 


Method 


BLASTX 


NCBI GI 


g2735764 


BLAST score 


286 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



1.0e-25 

107 

53 

(AF008651) MADS transcriptional factor; STMADS16 [Solanum 
tuberosum] 

18267 

59763_1.R1040 
LIB3106-039-Q1-K1-F7 

18268 

59764J..R1040 

LIB3106-039-Q1-K1-F8 

BLASTX 

g3845297 

157 

4.0e-10 

107 

37 

(AE001421) hypothetical protein [Plasmodium falciparum] 
18269 

59764_2.R1040 
LIB3139-064-P1-N1-E12 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



18270 

59769_1.R1040 
wrg700789445.h2 

18271 

59769_2.R1040 
hrw701059589.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



18272 

59777JL.R1040 

2DC-02-Q1-B1-A2 

BLASTX 

g4467098 

148 

2.0e-09 

36 

69 

(AL035538) putative protein [Arabidopsis thaliana] 
18273 

59778_1.R1040 

LIB3106-039-Q1-K1-E11 

BLASTX 

g4538992 

230 

4.0e-19 

87 

57 

(AL049481) putative protein [Arabidopsis thaliana] 
18274 

59781 1.R1040 
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CI 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



epx701105684.hl 

BLASTX 

g3080448 

238 

5.0e-20 

114 

49 

(AL022605) putative protein [Arabidopsis thaliana] 



Seq. No. 18275 

Contig ID 59789_1 .R1040 

5 '-most EST LIB3106-039-Q1-K1-C5 

Method BLASTX 

NCBI GI g3176709 

BLAST score 302 

E value 2.0e-27 

Match length 155 

% identity 43 

NCBI Description (AC002392) putative anthranilate 

N-hydroxycinnamoyl/benzoyltransf erase [Arabidopsis 

thaliana] 



Seq. No. 18276 

Contig ID 59790JL . R1040 

S'-most EST zhf700953876.hl 



Seq. No. 18277 

Contig ID 59793_1 . R1040 

5 '-most EST LIB3106-038-Q1-K1-G5 

Method BLASTX 

NCBI GI g3914239 

BLAST score 225 

E value 1.0e-18 

Match length 85 

% identity 53 

NCBI Description PROTEIN PHOSPHATASE 2C ABI2 (PP2C) 

>gi_1945140_emb_CAA70163_ (Y08966) ABI2 protein phosphatase 
2C [Arabidopsis thaliana] >giJL945142_emb_CAA70162_ 
(Y08965) ABI2 protein phosphatase 2C [Arabidopsis thaliana] 
>gi_2564213_emb_CAA72538_ (Y11840) ABI2 [Arabidopsis 
thaliana] 



Seq. No. 18278 

Contig ID 59807_1 .R1040 

5 '-most EST jC-gmro02910012g03al 

Method BLASTX 

NCBI GI g3063453 

BLAST score 236 

E value 1.0e-19 

Match length 52 

% identity 85 

NCBI Description (AC003981) F22013.15 [Arabidopsis thaliana] 



Seq. No. 18279 

Contig ID 59816_1 . R1040 

5' -most EST LIB3106-038-Q1-K1-F12 



2991 



CI 



Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18280 

59822J..R1040 
fC-gmle700741530a3 

18281 

59822_2.R1040 
kll701214986.hl 

18282 

59837JL.R1040 

jC-gmfl02220084c08dl 

BLASTN 

g3128143 

38 

1.0e-ll 

74 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTI20, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18283 

59862_1.R1040 

taw700658265.hl 

BLASTX 

g3138972 

283 

4.0e-35 

109 

72 

(AF038505) dihydrolipoylacyltransf erase subunit of the 
branched-chain alpha-keto acid dehydrogenase complex 
[Arabidopsis thaliana] 

18284 

59866_1.R1040 

jC-gmle01810063c08al 

BLASTX 

g2511715 

173 

2.0e-12 

57 

12 

(AFO 19380) putative phosphatidylinositol-4 -phosphate 
5-kinase [Arabidopsis thaliana] 

18285 

59873_1.R1040 

leu701155991.hl 

BLASTX 

g2501986 

243 

2.0e-20 

183 

38 

(AF022178) TAFII250 transcription factor [Mus musculus] 



Seq. No. 



18286 



2992 



Contig iJJ 


RQfi QA 1 R1 OAC\ 


5 -most bbi 


T TR^1 T\£— 0^7— D1 —PCI —HI 1 


C 

becj. iNO. 


lo^o / 


contig J.JJ 




o most, rjoi 


wrtt7007 88005 hi 


Method 




NCBI GI 


gl906830 


BLAST score 


868 


E value 




Matcn lengtn 


97 £ 


% identity 


OX 


NCBI Description 


viixozyj near. snocK p. 


Seq. No. 




contig xu 




o most iLo ± 


7hf 7(Y0Qfi?9?7 hi 


Method 


1 A 




a3287688 


BLAST score 


436 


E value 


3.0e-57 


Match length 


163 


% identity 


72 


NCBI Description 


(AC003979) Contains s 



gb_1001425 from Synechocystis sp. genome gb_D63999. ESTs 
gb_T43026, gb_R64902, gb_Z18169 and gb_N37374 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18289 

59938JL.R1040 

LIB3106-037-Q1-K1-A7 

BLASTN 

gl70645 

318 

1.0e-179 

518 

90 

Vigna aconitifolia pyrroline-5-carboxylate synthetase 
associated mRNA sequence. >gi_2471746_gb_I47781_I47781 
Sequence 1 from patent US 

18290 

59940_1.R1040 
LIB3106-032-Q1-K1-A9 

18291 

59947_1.R1040 

jC-gmfl02220089f06al 

BLASTX 

g4512705 

748 

4.0e-85 

229 

73 

(AC006569) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



2993 



CI 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



18292 

59952_1.R1040 
LIB3106-037-Q1-K1-A6 

18293 

59960_1.R1040 
pxt700944508.hl 

18294 

59964JL.R1040 
zzp700832278.hl 

18295 

5 997 6_1. RIO 40 

trc700565783.hl 

BLASTX 

g2347189 

453 

5.0e-45 

165 

61 

(AC002338) hypothetical protein [Arabidopsis thaliana] ^ 
>gi_3150399 (AC004165) hypothetical protein [Arabidopsis 
thaliana] 

18296 

59977_1.R1040 
pmv700888324.hl 

18297 

59986JL.R1040 

LIB3106-036-Q1-K1-E12 

BLASTX 

g3935170 

908 

3.0e-98 

223 

73 

(AC004557) F17L21.13 [Arabidopsis thaliana] 
18298 

59999_1.R1040 
zsg701126830.hl 

18299 

60008_1.R1040 
LIB3106-036-Q1-K1-D11 

18300 

60010JL.R1040 
zhf700964390.hl 

18301 

60018_1.R1040 
kll701211613.hl 



Seq. No. 



18302 



2994 



Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



60029_1.R1040 
gsv701056111.hl 

18303 

60032JL.R1040 

LIB3106-036-Q1-K1-C10 

BLASTN 

g633606 

38 

6.0e-12 

152 

87 

P. sativum mRNA for chloroplastic outer envelope membrane 
protein (OEP75) 

18304 

60032_2.R1040 
uaw700665759.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



18305 

60037_1.R1040 

hyd700727254.hl 

BLASTX 

g3298439 

305 

5.0e-28 

75 
77 

(AB010878) chloroplast ribosomal protein L4 [Nicotiana 
tabacum] 

18306 

60063_1.R1040 
jC-gmst02400027g08al 

18307 

60077_1.R1040 

zhf700951813.hl 

BLASTX 

g559713 

413 

2.0e-40 

168 
49 

(D38552) The hal539 protein is related to cyclophilin. 
[Homo sapiens] 

18308 

60080_1.R1040 

jC-gmro02910073f01dl 

BLASTX 

g2865623 

350 

5.0e-33 

78 

82 



NCBI Description (AF045286) 



2995 



# • 

GDP-4-keto-6-deoxy-D-mannose-3, 5-epimerase-4-reductase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18309 

60115_1.R1040 

LIB3170-077-Q1-J1-H12 

BLASTX 

g3152613 

417 

7.0e-41 
122 

61 , 
(AC004482) hypothetical protein [Arabidopsis thaliana] 

18310 

60119_1.R1040 

LIB3106-035-Q1-K1-A12 

BLASTX 

gl619300 

191 

3.0e-14 

84 
46 

(X95269) LRR protein [Lycopersicon esculentum] 



18311 

60121_1.R1040 

fua701043109.hl 

BLASTX 

gl711370 

153 

7.0e-10 

102 
32 

NUCLEAR PORE PROTEIN SEH1 
protein homolog YGLlOOw - 
>gi_l 17764 0_emb__CAA62 4 8 0_ 
[Saccharomyces cerevisiae] 



>gi_2133124_pir S62137 SEC13 

yeast (Saccharomyces cerevisiae) 
(X90994) Secl3p-like protein 
>gi 1322639 emb CAA96806_ 



(Z72622) ORF YGLlOOw [Saccharomyces cerevisiae] 



Seq. No. 18312 

Contig ID 60123 J. . R1040 

5' -most EST jC-gmfl02220071bllal 

Method BLASTN 

NCBI GI g2580439 

BLAST score 71 

E value 1.0e-31 

Match length 179 

% identity 85 

NCBI Description Oryza sativa mRNA for PCF2, complete cds 



Seq. No. 18313 

Contig ID 60123_2 .R1040 

5 T -most EST jC-gmst02400062g06al 

Method BLASTX 

NCBI GI g2580440 

BLAST score 303 



2996 



o 



E value 


i . ue~ £ i 


Match length 




% identity 


89 


NCBI Description 


(D87261) PCF2 [Oryza sativa] 


Seq. No. 


iool4 


Contig ID 


60134 1.R1040 


5' -most EST 


uaw700664349.hl 


Seq. No. 




Contig ID 


60178 1.R1040 


5' -most EST 


LIB3106-034-Q1-K1-C12 


Seq. No. 


lojl b 


Contig ID 


60181 1.R1040 


S'-most EST 


LIB3106-033-Q1-K1-H7 


Seq. No. 




Contig ID 


bUloO 1.K1U4U 


5 T -most EST 


LIB JlUo-Ui4-Ql-l\l-AlU 


Seq. No. 


18318 


Contig ID 


60195 1.R1040 


5 -most EST 


goou b^oz 


Method 


TIT 7\ C* rrrv 

BLAblX 


NCBI GI 


g4138581 


BLAST score 


622 


E value 


9.0e-65 


Match length 


lol 


% identity 


30 


NCBI Description 


(X98474) mitochondrial energy 




tuberosum] 


Seq. No. 


18319 


Contig ID 


/"AO A A "1 n1 A ^ A 

60200 1.R1040 


5' -most EST 


LIBoluo-U Jo-Ql-Ki-bz 


Seq. No. 


i o o o n 


Contig ID 


60223 1.R1U4U 


D mOSIZ CjOI 




Method 


BLASTX 


NCBI GI 


g3024874 


BLAST score 


440 


E value 


4.0e-43 


Match length 


245 



% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



41 

HYPOTHETICAL 50.0 KD PROTEIN SLR007 6 

>giJL001707__dbj_BAA10544_ (D64004) hypothetical protein 
[Synechocystis sp. ] 

18321 

60236JL.R1040 
LIB3106-033-Q1-K1-C9 



Seq. No. 

Contig ID 
5 '-most EST 



18322 

60236_2.R1040 
txt700735327.hl 



2997 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18323 

60246_1.R1040 

dpv701098957.hl 

BLASTX 

g2244771 

632 

7.0e-66 

232 

59 

(Z97335) kinesin homolog [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18324 

60247_1.R1040 
zsg701124992.hl 

18325 

60253JL.R1040 

leu701155634.hl 

BLASTX 

g3023751 

374 

1.0e-35 

137 

54 

70 KD PEPTIDYLPROLYL ISOMERASE ( PEPTIDYLPROLYL CIS-TRANS 

ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi_107 6772_pir S55383 

peptidylprolyl isomerase (EC 5.2.1.8) - wheat 
>gi_854626_emb_CAA60505_ (X86903) peptidylprolyl isomerase 
[Triticum aestivum] 



Seq. No. 
Contig ID 
5' -most EST 



18326 

60255JL.R1040 
zsg701120921.hl 



Seq. No. 

Contig ID 
5' -most EST 



18327 

60255_2.R1040 
LIB3107-011-Q1-K1-A8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18328 

60269JL.R1040 

uC-gmropic096f07bl 

BLASTX 

g322787 

343 

7.0e-32 

199 

42 

pyruvate kinase (EC 



2.7.1.40), cytosolic - potato 



Seq. No. 

Contig ID 
5' -most EST 



18329 

60279_1.R1040 
LIB3106-032-Q1-K1-H8 



Seq. No. 
Contig ID 
5 '-most EST 



18330 

60286_1.R1040 
wrg700789329.h2 



2998 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



18331 

60317JL.R1040 
LIB3106-032-Q1-K1-E4 

18332 

60325_1.R1040 
jex700907044.hl 

18333 

60326_1.R1040 
rlr700898371.hl 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 ? -most EST 



18334 

60326_2.R1040 
txt700737170.hl 

18335 

60331JL.R1040 

zvp700764236.hl 

BLASTX 

g2213591 

224 

8.0e-18 

149 

40 

(AC000348) T7N9.11 [Arabidopsis thaliana] 
18336 

60333JL.R1040 
LIB3106-032-Q1-K1-B3 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18337 

60339_1.R1040 
LIB3106-032-Q1-K1-A2 

18338 

60345_1.R1040 
jC-gmro02800032d04al 

18339 

60356_1.R1040 

jex700903072.hl 

BLASTX 

g!871196 

549 

8.0e-56 

134 

78 

(U90439) GMP kinase isolog [Arabidopsis thaliana] 
>gi_2335091 (AC002339) putative GMP kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



18340 

60356_2.R1040 
uC-gmflminsoy097d02bl 



2999 




Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18341 

60395_1.R1040 

LIB3106-031-Q1-K1-A8 

BLASTX 

g4454051 

457 

2.0e-52 

118 

86 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18342 

60415_1.R1040 

pcp700990894.hl 

BLASTX 

gl513180 

219 

9.0e-18 

113 

36 

(U65511) stellacyanin [Cucumis sativus] 



Seq. No. 
Contig ID 
5' -most EST 



18343 

60416_1.R1040 
LIB3106-018-Q1-K1-F11 



Seq. No. 
Contig ID 
5 '-most EST 



18344 

60416_2.R1040 
zsg701120527.hl 



Seq. No. 
Contig ID 
5' -most EST 



18345 

60425JL.R1040 
jC-gmle01810020d06al 



Seq. No. 
Contig ID 
5' -most EST 



18346 

60425_2.R1040 
LIB3106-027-Q1-K1-D10 



Seq. No. 
Contig ID 
5 T -most EST 



18347 

60472J..R1040 
LIB3106-028-Q1-K1-F9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18348 

60481_1.R1040 

zhf700960821.hl 

BLASTX 

gl084454 

715 

1.0e-75 

173 

76 

peptidylprolyl isomerase (EC 5.2.1.8) Cypl - rice 
>gi_600765 (L29471) cyclophilin 1 [Oryza sativa] 



Seq. No. 
Contig ID 



18349 

60481 2.R1040 



3000 



CI 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



Seq. No. 
Contig ID 
5' -most EST 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



jC-gmro02800038d04dl 

BLASTX 

gl084454 

217 

2.0e-17 

55 

71 

peptidylprolyl isomerase (EC 5.2.1.8) Cypl - rice 
>gi_600765 (L29471) cyclophilin 1 [Oryza sativa] 

18350 

60489_1.R1040 

uC-gmf Iminsoy047a01bl 

18351 

60492JL.R1040 
LIB3106-028-Q1-K1-B6 

18352 

60507_1.R1040 

hrw701057709.hl 

BLASTX 

g4262236 

742 

1.0e-78 

236 

63 

(AC006200) putative ribose 5-phosphate isomerase 
[Arabidopsis thaliana] 

18353 

60517_1.R1040 
pmv700891952.hl 

18354 

60523JL. R1040 
LIB3106-026-Q1-K1-G5 

18355 

60532JL.R1040 
rlr700895888.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



18356 

60535_1.R1040 

LIB3106-026-Q1-K1-E5 

BLASTX 

g3928758 

827 

4.0e-93 

193 

85 

(AB007987) Lipoic acid synthase [Arabidopsis thaliana] 
>gi_4454462_gb_AAD20909_ (AC006234) putative lipoic acid 
synthase [Arabidopsis thaliana] 

18357 

60536 1.R1040 



3001 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmropic073g08bl 

BLASTX 

gl001309 

505 

1.0e-50 

374 

33 

(D64006) aspartate 



aminotransferase [Synechocystis sp.] 



Seq. No. 

Contig ID 
5' -most EST 



18358 

60536_2.R1040 
uC-gmflminsoy077f 05bl 

18359 

60541_1.R1040 

LIB3106-026-Q1-K1-F2 

BLASTX 

g3955021 

417 

5.0e-41 

105 

77 

(AJ010811) HB2 homeodomain protein [Populus tremula x 
Populus tremuloides] 

18360 

60541_2.R1040 

hyd700730891.hl 

BLASTX 

g3955021 

149 

6.0e-10 

54 

61 

(AJ010811) HB2 homeodomain protein [Populus tremula x 
Populus tremuloides] 

18361 

60554_1.R1040 
LIB3106-026-Q1-K1-D5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
S'-most EST 



18362 

60573_1.R1040 

jC-gmro02910004a06dl 

BLASTX 

g3128168 

197 

4.0e-15 

59 

58 

(AC004521) putative carboxyl- terminal peptidase 
[Arabidopsis thaliana] 

18363 

60582JL.R1040 
zzp700831919.hl 



3002 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18364 

60592_1.R1040 

leu701148729.hl 

BLASTX 

g2828293 

208 

2.0e~16 

65 

65 

(AL021687) putative protein [Arabidopsis thaliana] 
18365 

60605_1.R1040 

uaw700663688.hl 

BLASTX 

g2459408 

430 

2.0e-42 

118 

63 

(AC002332) unknown protein [Arabidopsis thaliana] 
>gi_2924769 (AC002334) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



18366 

60611_1.R1040 
LIB3106-025-Q1-K1-B2 



Seq. No. 
Contig ID 
5' -most EST 



18367 

60639_1.R1040 
LIB3106-025-Q1-K1-A7 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18368 

60640JL.R1040 

LIB3106-025-Q1-K1-A9 

BLASTX 

g2827524 

262 

1.0e-22 

67 

69 

(AL021633) predicted protein [Arabidopsis thaliana] 
18369 

60663JL.R1040 

jC-gmro02800038e08al 

BLAST N 

g2760167 

36 

2.0e-10 

84 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MC015, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 



18370 

60695 1.R1040 



3003 



II 



5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq* No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



LIB3106-022-Q1-K1-C12 
18371 

60695_2.R1040 
uaw700661871.hl 

18372 

60697_1.R1040 
jC-gmro02800031b04dl 

18373 

60698_1.R1040 
LIB3106-022-Q1-K1-D11 

18374 

60732_1.R1040 
LIB3106-021-Q1-K1-G2 

18375 

60739_1.R1040 

LIB3106-021-Q1-K1-D4 

BLASTX 

g2529672 

254 

7.0e-22 

86 

56 

(AC002535) putative pectinesterase [Arabidopsis thaliana] 
18376 

60745__1.R1040 

g5058131 

BLASTX 

g4567310 

160 

6.0e-15 

71 

68 

(AC005956) unknown protein [Arabidopsis thaliana] 
18377 

60751_1.R1040 
pcp700989809.hl 

18378 

60756__1.R1040 

jex700907520.hl 

BLASTX 

g3033388 

185 

1.0e-13 

53 
51 

(AC004238) hypothetical protein [Arabidopsis thaliana] 
18379 

60808 1.R1040 



3004 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



uC-gmrominsoyl08a02bl 

BLASTX 

g4558672 

861 

1.0e-92 
247 
67 

(AC007063) 
thaliana] 



putative 1, 3-beta-D-glucan synthase [Arabidopsis 



18380 

60820_1.R1040 

sat701010144.h2 

BLASTX 

gl30897 

421 

3.0e-41 

151 

52 

DNA PRIMASE SMALL SUBUNIT (DNA PRIMASE 4 9 KD SUBUNIT) (P49) 

>gi_423418_pir D46642 DNA primase (EC 2.7.7.-) 46K chain - 

mouse >gi_303661__dbj_BAA02744_ (D13544) primase small 
subunit [Mus musculus] 

18381 

60821_1.R1040 
fua701042757.hl 

18382 

60828JL.R1040 

uC-gmflminsoy064g05bl 

BLASTX 

g452593 

326 

3.0e-61 

189 

61 

(D21814) ORF [Lilium longiflorum] 
18383 

60843JL.R1040 

LIB3106-019-Q1-K1-F6 

BLASTX 

g534982 

724 

8.0e-77 

177 

77 

(X75898) phosphoglucomutase [Spinacia oleracea] 
18384 

60880_1.R1040 

gsv701048835.hl 

BLASTX 

g3023280 

210 

1.0e-16 



3005 



Match length 

% identity 

NCBI Description 



# 



89 
42 

AUGMENTER OF LIVER REGENERATION >gi_4096810 (U40494) ALR 
[Mus musculus] 



Seq. No. 
Contig ID 
5 1 -most EST 



18385 

60881_1.R1040 
ssr700555772.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5" -most EST 



18386 

60935_1.R1040 
LIB3106-015-Q1-K1-G6 

18387 

60936_1.R1040 

LIB3106-015-Q1-K1-H7 

BLASTX 

g3386596 

355 

1.0e-33 

121 

58 

(AC004665) unknown protein [Arabidopsis thaliana] 
>gi_370234 6 (AC005397) unknown protein [Arabidopsis 
thaliana] 

18388 

60968J..R104Q 
seb700653603.hl 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5' -most EST 



18389 

60970_1.R1040 
LIB3106-015-Q1-K1-D6 

18390 

60970__2.R1040 
vwf700677026.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



18391 

60 97 3_1. RIO 40 

LIB3106-015-Q1-K1-D9 

BLASTX 

g2244818 

273 

5.0e-24 

147 

48 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
18392 

60984_1.R1040 

LIB3106-015-Q1-K1-D3 

BLASTX 

g2499005 

186 

8.0e-14 
103 



3006 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



47 

4 -METHYL- 5 (B-HYDROXYETHYL) -THIAZOLE MONOPHOSPHATE 
BIOSYNTHESIS ENZYME >gi_1100872 (U34923) ThiJ [Escherichia 
coli] >gi_1773108 (U82664) 

4-methyl-5 (b-hydroxyethyl) -thiazole monophosphate 
biosynthesis protein [Escherichia coli] >gi_1786626 
(AE000148) 4-methyl-5 (beta-hydroxyethyl) -thiazole 
monophosphate synthesis [Escherichia coli] 

18393 

60985_1.R1040 
LIB3106-015-Q1-K1-B7 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



18394 

60991_1.R1040 

LIB3106-015-Q1-K1-C3 

BLASTX 

g2289010 

338 

1.0e-31 

81 

80 

(AC002335) FKBP type peptidyl-prolyl cis-trans isomerase 
isolog [Arabidopsis thaliana] 

18395 

61008JL.R1040 
ncj700987379.hl 

18396 

61009J..R1040 

ncj700985536.hl 

BLASTX 

gl946364 

235 

1.0e-19 

63 

60 

(U93215) lipase isolog [Arabidopsis thaliana] 
18397 

61012JL.R1040 
ncj700985515.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



18398 

61025_1.R1040 

LIB3167-038-P1-K1-F11 

BLASTN 

gl70087 

57 

2.0e-23 

218 

78 

G.max vegetative storage protein mRNA (VSP25 gene) 
18399 

61039 1.R1040 



3007 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -mo st EST 



jC-gmfl02220054b02dl 

BLASTN 

gl619324 

176 

4.0e-94 

350 
88 

P. sativum mRNA for ADP-glucose pyrophosphorylase 
18400 

61Q59JL.R1040 
LIB3106-013-Q1-K1-G7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



18401 

61060_1.R1040 

LIB3106-013-Q1-K1-G8 

BLASTN 

g3821780 

36 

2.0e-10 

37 
61 

Xenopus laevis cDNA clone 27A6-1 
18402 

61060_2.R1040 

uC-gmr omins oyl 0 4 cO 9b 1 

18403 

61073_1.R1040 
pxt700946124.hl 

18404 

61084JL.R1040 
LIB3106-013-Q1-K1-D4 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



18405 

61100_1.R1040 
ncj700980526.hl 

18406 

61104_1.R1040 
LIB3106-013-Q1-K1-D10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18407 

61105_1.R1040 

LIB3106-013-Q1-K1-D11 

BLASTX 

g3219785 

217 

3.0e-17 

66 

59 

PUTATIVE CYSTEINE SYNTHASE ( O-ACET YLSERINE SULFHYDRYLASE) 
( O-ACET YLSERINE (THIOL) -LYASE} (CSASE) 
>gi_2104433_emb_CAB08745__ (Z95395) putative cysteine 
synthase [Schizosaccharomyces pombe] 



3008 



Seq. No. 


18408 


Contig ID 


61112 1.R1040 


5 1 -most EST 


LIB3106-013-Q1-K1-B1 


Method 


tit 7\ omv 


NCBI GI 


gl652779 


BLAST score 


124 


E value 


4.0e-12 


Match length 


89 


% identity 


44 


NCBI Description 


(D90908) hypothetical protein [Synechocystis sp.] 


Seq. No, 


18409 


Contig ID 


61114 1.R1040 


5 1 -most EST 


LIB3106-013-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


goolUzoz 


BLAST score 


414 


E value 


2.0e-4(T 


Match length 


168 


% identity 


56 


NCBI Description 


(AC0Q5310) putative RNA-binding protein [Arabidop 




thaliana] 


Seq. No. 


18410 


Contig ID 


61117 1.R1040 


5 1 -most EST 


smc700749863.hl 


Method 


T*1T "ft ITIV 

BLASTX 


NCBI GI 


g4512694 


BLAST score 


199 


E value 


2.0e-15 


Match length 


101 


% identity 


43 


NCBI Description 


(AC006569) hypothetical protein [Arabidopsis thai 


Seq. No. 


18411 


Contig ID 


61123 1.R1040 


5 1 -most EST 


LIB3106-011-Q1-K1-G4 


Seq. No. 


18412 


Contig ID 


61141 1.R1040 


5 '-most EST 


jC-gmfl02220079c08dl 


Seq. No. 


18413 


Contig ID 


61145 1.R1040 


5' -most EST 


sat701007985.hl 


Seq. No. 


18414 


Contig ID 


61178 1.R1040 


5 f -most EST 


vwf700675420.hl 


Method 


BLASTX 


NCBI GI 


gl653702 


BLAST score 


519 


E value 


2.0e-74 


Match length 


280 


% identity 


56 



NCBI Description (D90915) dihydrolipoamide acetyltransf erase component (E2) 

3009 



of pyruvate dehydrogenase complex [Synechocystis sp.] 



Seq. No, 


18415 


Contig ID 


61178 2.R1040 


0 ITLOSt HjoI 


IL. giuxe / uuojojjji^ 


Method 


BLASTX 


NCBI GI 


g564024 


BLAST score 


154 


E value 


5.0e-13 


Match length 


44 


% identity 


95 


NCBI Description 


(U16254) dihydrolipoamide acetyl transferase [Zea mays] 


Seq. No. 


18416 


Contig ID 


61187 1.R1040 


5 T -most EST 


bth700845865.hl 


Method 


BLASTX 


NCBI GI 


g547911 


dJjHo i score 




E value 


3.0e-09 


Match length 


123 


% identity 


29 


NCBI Description 


M025 PROTEIN >gi_2143483_pir 157 997 hypothetical 




calcium-binding protein - mouse >gi_262934_bbs_121784 




(S51858) putative Ca2+ binding protein [mice, embryos, 




Peptide, 341 aa] [Mus sp.] 


Seq. No. 


18417 


Contig ID 


61197_1.R1040 


d -most hoi 


LIBoiUb-UlU-Ql-KI-r 3 


Method 


BLASTX 


NCBI GI 


g3292822 


BLAST score 


352 


E value 


2.0e-33 


Match length 


107 


% identity 


61 


NCBI Description 


(AL031018) putative protein [Arabidopsis thaliana] 


Seq. No. 


18418 


Contig ID 


61220_1.R1040 


d -most hb 1 


vzy /uu /blUUy .nl 


Method 


BLASTX 


NCBI GI 


g2979555 


BLAST score 


372 


E value 


1 . Oe-35 


Match length 


166 


% identity 


49 


NCBI Description 


(AC003680) unknown protein [Arabidopsis thaliana] 


Seq. No. 


18419 


Contig ID 


61235 1.R1040 


S'-most EST 


LIB310 6-010-Q1-K1-E5 


Seq. No. 


18420 


Contig ID 


61241 1.R1040 


5' -most EST 


dpv701101553.hl 


Method 


BLASTX 



3010 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



g4263771 
322 

3.0e-29 

84 

67 

(AC006218) 
precursor 



putative nonspecific lipid-transf er protein 
[Arabidopsis thaliana] 



18421 

61260J..R1040 

uC-gmflminsoy003f08bl 

BLASTX 

gl465368 

149 

2.0e~09 

110 

36 

(X99548) bHLH protein [Arabidopsis thaliana] 
18422 

61260_2.R1040 

vzy700755034.hl 

BLASTX 

gl465368 

236 

l.Qe-19 

149 

36 

(X99548) bHLH protein [Arabidopsis thaliana] 
18423 

61263JL.R1040 

jC-gmfl02220064g03al 

BLASTX 

g4455225 

283 

3.0e-25 

89 

55 

(AL035440) putative protein [Arabidopsis thaliana] 
18424 

61266_1.R1040 

LIB3106-010-Q1-K1-B4 

BLASTX 

g2281090 

221 

6.0e-18 

112 

50 

(AC002333) hypothetical protein [Arabidopsis thaliana] 
18425 

61271JL.R1040 
fde700872534.hl 
BLASTX 
g2129656 



3011 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



210 

3.0e-21 

100 

60 

OBP33pep protein - Arabidopsis thaliana (fragment) 
>gi_1022801 (U37699) OBP33pep [Arabidopsis thaliana] 

18426 

61276_1.R1040 

LIB3167-002-Q1-K1-A11 

BLASTX 

g4468992 

352 

2.0e-44 

135 

70 

(AL035605) putative protein [Arabidopsis thaliana] 
18427 

61276_2.R1040 

uC-gmflminsoyll8gllbl 

BLASTX 

g4468992 

183 

1.0e-13 

62 

58 

(AL035605) putative protein [Arabidopsis thaliana] 
18428 

61292_1.R1040 
jC-gmfl02220052c04al 

18429 

61302JL.R1040 
jC-gmro02910049h07dl 

18430 

61307_1.R1040 
LIB3106-009-Q1-K1-E1 

18431 

61307^2. R1040 
jC-gmro02910041060al 

18432 

61307_3.R1040 
wvk700686513.hl 

18433 

61308_1.R1040 
zvj700605252.h2 



Seq. No. 
Contig ID 
5 '-most EST 



18434 

61311JL.R1040 
leu701155239.hl 



3012 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18435 

61315JL.R1040 

LIB3106-009-Q1-K1-B6 

BLASTX 

g4531444 

826 

2.0e-88 

268 
59 

(AC006224) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



18436 

61322J..R1040 
djj700606020.h2 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18437 

61335_1.R1040 

LIB3139-011-P1-N1-B12 

BLASTX 

gl651865 

177 

3.0e-12 

87 
48 

(D90900) hypothetical protein [Synechocystis sp.] 



Seq. No* 
Contig ID 
5' -most EST 



18438 

61336_1.R1040 
asn701140584.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18439 

61339_1.R1040 

LIB3106-009-Q1-K1-A8 

BLASTX 

g3176725 

604 

1.0e-68 

160 

73 

(AC002392) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



18440 

61347JL.R1040 
rry700808376.hl 



Seq. No. 

Contig ID 
5 '-most EST 



18441 

61351_3.R1040 
LIB3106-008-Q1-K1-D8 



Seq. No. 

Contig ID 
5 '-most EST 



18442 

61360J..R1040 
LIB3170-021-Q1-K1-B10 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



18443 

61377JL.R1040 

uC-gmf Iminsoy045c05bl 

BLASTX 



3013 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g544184 



952 

1.0e-103 

209 

81 

4-ALPHA-GLUCANOTRANSFERASE PRECURSOR (AMYLOMALTASE) 
(DISPROPORTIONATING ENZYME) (D-ENZYME) 

>gi_322785_pir A45049 4-alpha-glucanotransf erase (EC 

2.4.1.25) - potato >gi_296692_emb_CAA48 630_ (X68664) 
4-alpha-glucanotransf erase [Solanum tuberosum] 

18444 

61382_1.R1040 

LIB3106-008-Q1-K1-C1 

BLASTX 

gl293835 

124 

3.0e-ll 

69 
51 

(U56965) C15H9.5 gene product [Caenorhabditis elegans] 



18445 

61382_2.R1040 

zpv700763456.hl 

BLASTX 

gl293835 

352 

2.0e-33 

130 
47 

(U56965) C15H9.5 gene product 



[Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI, Description 

Seq. No. 
Contig ID 
5 '-most EST 



18446 

61383_1.R1040 

jC-gmst02400066b09a2 

BLASTX 

g3540207 

297 

8.0e-27 

81 
72 

(AC004260) Putative protein kinase [Arabidopsis thaliana] 
18447 

61389_1.R1040 
LIB3106-007-Q1-K1-F9 



Seq. No. 
Contig ID 
5* -most EST 



18448 

61409JL.R1040 
LIB3106-007-Q1-K1-E3 



Seq. No. 
Contig ID 
5* -most EST 
Method 
NCBI GI 



18449 

61418JL.R1040 
pmv700889115.hl 
BLASTX 
g2827141 



3014 



BLAST score 


W 

111 


E value 


2.0e-75 


Match length 


150 


% identity 


83 


NCBI Description 


(AF027173) 



[Arabidopsis thaliana] 



Seq. No. 


18450 


UOnLiCJ 1U 




5 '-most EST 


jC-gmst02400067e06al 


Seq. No. 


18451 


Contig lu 


o±4o4 1.RIU4U 


5' -most EST 


ncj700976548.hl 


Method 


BLASTX 


NCBI GI 


g2673915 


BLAST score 


529 


E value 


7.0e-88 


Match length 


372 


% identity 


46 


NCBI Description 


(AC002561) putative cytochrome P- 


Seq. No. 


18452 


Contig ID 


61455 1.R1040 


5' -most EST 


LIB3106-006-Q1-K1-F10 


Seq. No. 


18453 


Contig ID 


61462 1.R1040 


5 '-most EST 


epx701106357.hl 


Method 


BLASTX 


NCBI GI 


g!708972 


BLAST score 


400 


E value 


1.0e-38 


Match length 


265 


% identity 


38 


NCBI Description 


(R) -MANDELONITRILE LYASE ISOFORM 



[Arabidopsis thaliana] 



3 PRECURSOR 

(HYDROXYNITRILE LYASE 3) ( (R) -OXYNITRILASE 3) >gi_1262279 
{U51562} (R)-(+)-mandelonitrile lyase isoform MDL3 

precursor [Prunus serotina] >gi_2343181 (AF013161) 
(R) - {+) -mandelonitrile lyase isoform MDL3 precursor [Prunus 

serotina] 



Seq. No. 
Contig ID 
5' -most EST 



18454 

61469JL.R1040 
LIB3106-006-Q1-K1-F9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18455 

61470JL.R1040 

uxk700669643.hl 

BLASTN 

gl657381 

230 

1.0e-126 

398 

90 

P. sativum mRNA for cholinephosphate cytidylyltransferase 



3015 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 



18456 

61473JL.R1040 
pmv700888759.hl 

18457 

61483JL.R1040 

LIB3170-080-Q1-K1-E4 

BLASTX 

g3287270 

515 

4.0e-52 

112 

87 

(Y09533) involved in starch metabalism [Solanum tuberosum] 
18458 

61496JL.R1040 
LIB3106-006-Q1-K1-E4 

18459 

61505JL.R1040 
LIB3106-006-Q1-K2-B11 

18460 

61525JL.R1040 

LIB3106-006-Q1-K1-A1 

BLASTX 

g2245029 

349 

5.0e-33 

133 

53 

(Z97341) limonene cyclase homolog [Arabidopsis thaliana] 
18461 

61535_2.R1040 
uC-gmrominsoyll3allbl 

18462 

61535_3.R1040 
epx701105028.hl 

18463 

61562JL.R1040 

gsv701056808.hl 

BLASTX 

g4455367 

215 

2.0e-17 

123 

47 

(AL035524) putative protein [Arabidopsis thaliana] 
18464 

61575_1.R1040 
LIB3106-005-Q1-K1-H9 



3016 



® 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18465 

61593JLR1040 

uC-gmf Iminsoy016di0bl 

BLASTX 

g3122671 

687 

2.0e-72 

160 

73 

HYPOTHETICAL RAE1-LIKE PROTEIN >gi_2129676_pir S71241 

probable export protein - Arabidopsis thaliana >gi_1297188 

(U53501) Theoretical protein with similarity to Swiss-Prot 
Accession Number P41838 poly A+ RNA export protein 

[Arabidopsis thaliana] 

18466 

61594JL.R1040 

kmv700742024,hl 

BLASTN 

g4220640 

48 

7.0e~18 

116 

85 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPE11, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18467 
61597JL 
LIB3106 
BLASTX 
g4510368 
226 

1.0e-18 

135 
41 

(AC007017 
thaliana] 



R1040 

005-Q1-K2-H12 



putative transcription factor E2F5 [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 f -most EST 



18468 

61599_1.R1040 

LIB3106-005-Q1-K1-H3 

BLASTX 

g4544408 

494 

5.0e-50 

108 

81 

(AC006955) unknown protein [Arabidopsis thaliana] 
18469 

61603JL.R1040 
LIB3106-005-Q1-K2-G12 



Seq. No. 

Contig ID 
5' -most EST 



18470 

61605JL.R1040 
LIB3106-005-Q1-K1-E8 



3017 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4314378 

322 

1.0e-29 

164 

41 

(AC006232) 



putative lipase [Arabidopsis thaliana] 



18471 

61605_2.R1040 

jC-gmfl02220091g09al 

BLASTX 

g4314378 

190 

3.0e-14 

63 

54 

(AC006232) putative lipase [Arabidopsis thaliana] 
18472 

61609JL.R1040 
LIB3106-005-Q1-K2-F2 

18473 

61617JL.R1040 

jC-gmst02400065f08a2 

BLASTX 

g3023818 

185 

1.0e-13 

37 

89 

GLUCOSE- 6-PHOSPHATE 1 -DEHYDROGENASE, CHOLOROPLAST ISOFORM 
PRECURSOR (G6PD) >gi_1197385_emb_CAA58775_ (X83923) 
glucose- 6-phosphate dehydrogenase [Solanum tuberosum] 

18474 

61618_1.R1040 

ncj700984252.hl 

BLASTX 

g2651303 

179 

3.0e-13 

116 

38 

(AC002336) putative potassium transporter [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



18475 

61627_1.R1040 
LIB3106-005-Q1-K1-E1 

18476 

61628_1.R1040 

LIB3106-005-Q1-K1-E10 

BLASTN 

g3821780 



3018 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
£ identity 



36 

1.0e-10 

38 
61 

Xenopus laevis cDNA clone 27A6-1 
18477 

61630_1.R1040 

jC-gmst02400059d05al 

BLASTN 

gl8695 

118 

1.0e-59 

178 

92 



NCBI Description Soybean nodulin 22 gene 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18478 

61630_2.R1040 

g5752975 

BLASTN 

gl8695 

118 

1.0e-59 

186 
91 

Soybean nodulin 22 gene 
18479 

61636_1.R1040 

sat701007438.h2 

BLASTX 

g2314805 

741 

9.0e-79 

185 

75 

(U85045) 
sativum] 



2-oxoglutarate-dependent dioxygenase [Pisum 
>gi_2316036 (AF001219) gibberellin 3 



beta-hydroxylase [Pisum sativum] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18480 

61638JL.R1040 
LIB3106-005-Q1-K1-C11 

18481 

61639JL.R1040 

uC-gmf IminsoyO 97 f 0 4bl 

BLASTX 

g2500026 

1445 

1.0e-178 

356 
88 

ADENYLOSUCCINATE SYNTHETASE PRECURSOR ( IMP — ASPARTATE 
LIGASE) >gi_1616657 (U49389) adenylosuccinate synthetase 
[Arabidopsis thaliana] 



3019 



Seq. No. 


18482 


Contig ID 


61645 1.R1040 


5 '-most EST 


LIB3106-005-Q1-K1-C8 


Seq. No. 


18483 


Contig ID 


61651 1.R1Q40 


5 '-most EST 


LIB3106-005-Q1-K2-A4 


Method 


BLASTX 


NCBI GI 


g4454459 


BLAST score 


302 


E value 


2.0e-27 


Match length 


96 


% identity 


66 


NCBI Description 


(AC006234) unknown p 


Seq. No. 


18484 


Contig ID 


61662 1.R1040 


5' -most EST 


txt700737693.hl 




BLASTX 


NCBI GI 


gl707480 


BLAST score 


839 


E value 


4.0e-90 


Match length 


253 


% identity 


61 


NCBI Description 


(Y08614) CRM1 [Homo 


Seq. No. 


18485 


Contig ID 


61663 1.R1040 


5' -most EST 


gsv701045378.hl 


Method 


BLASTX 


NCBI GI 


gl362021 


BLAST score 


191 


E value 


2.0e-14 


Match length 


116 


% identity 


44 


NCBI Description 


zink finger protein 



7 - Arabidopsis thaliana >gi_7 90685 
(L39650) zinc finger protein [Arabidopsis thaliana] 
>gi_2213609 (AC000103) F21J9.3 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18486 
61737JL 
LIB3106 
BLASTX 
g3192704 
285 

2.0e-25 

150 

39 

(AF064539) 



R1040 

004-Q1-K1-G9 



gp21 [Bacteriophage N15] 



Seq. No. 
Contig ID 
5 '-most EST 



18487 

61739JL.R1040 
LIB3106-004-Q1-K1-H12 



Seq. No. 
Contig ID 



18488 

61749 1.R1040 



3020 



5 1 -most EST 



LIB3106-004-Q1-K1-G4 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18489 

61775_1.R1040 

LIB3106-004-Q1-K1-C12 

BLASTX 

gl729927 

557 

6.0e-57 

289 

43 

QUEUINE TRNA-RIBOSYLTRANSFERASE (TRNA-GUANINE 
TRANSGLYCOS YLASE ) (GUANINE INSERTION ENZYME) >gi_940182 
(U30888) tRNA-Guanine Transglycosylase [Homo sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 



18490 

61783_1.R1040 
uC-gmrominsoy060el2bl 



Seq. No. 
Contig ID 
5 '-most EST 



18491 

61783_2.R1040 
LIB3107-044-Q1-K1-H6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18492 

61801_1.R1040 

g5752487 

BLASTX 

g2832625 

647 

2.0e-67 

173 

68 

(AL021711) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



18493 

61818JL.R1040 
LIB3106-003-Q1-K1-G1 



Seq. No. 
Contig ID 
5 1 -most EST 



18494 

61821_2.R1040 
zhf700958641.hl 



Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18495 

61830_1.R1040 

kll701212125.hl 

BLASTX 

g3236237 

561 

2.0e-57 

190 

57 

(AC004 684) putative ribotol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



18496 

61851J..R1040 
LIB3106-009-Q1-K1-C8 



3021 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



18497 

61884JL.R1040 

LIB3106-018-Q1-K1-B7 

BLASTX 

g4539335 

285 

2.0e-25 

103 

45 

(AL035539) putative protein [Arabidopsis thaliana] 
18498 

61899J..R1040 
uaw700662319.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5* -most EST 



18499 

61913J..R1040 

LIB3106-018-Q1-K1-G8 

BLASTX 

g3738325 

230 

2.0e-19 

79 

55 

(AC005170) 
thaliana] 



putative CaMB-channel protein [Arabidopsis 



18500 

61953 JL.R1040 
g4297683 

18501 

61964JL.R1040 
LIB3107-001-Q1-K1-G11 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



18502 

61972JL.R1040 

fde700872524*hl 

BLASTX 

g2465923 

844 

1.0e-90 

266 
63 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

18503 

61975JL.R1040 
LIB3106-022-Q1-K1-G6 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



18504 

61976J..R1040 
jsh701067419.hl 
BLASTX 
g3915070 



3022 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



591 

3.0e-61 

183 
63 

HISTIDYL-TRNA SYNTHETASE (HISTIDINE — TRNA LIGASE) (HISRS) 
>gi_1841704_emb_CAB06653_ (Z85984) histidyl tRNA Synthetase 
[Oryza sativa] 



Seq. No. 
Contig ID 
5 T -most EST 



18505 

61979JL.R1040 
jsh701070111.hl 



Seq. No. 

Contig ID 
5 T -most EST 



18506 

62003_1.R1040 
jC-gmle01810091g!2dl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18507 

62005JL.R1040 

g5510313 

BLASTX 

g3643608 

418 

9.0e-41 

118 

70 

(AC005395) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



18508 

62115_1.R1040 
leu701155281.hl 



Seq. No. 
Contig ID 
5 '-most EST 



18509 

62130JL.R1040 
zsg701127512.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



18510 

62139JUR1040 
LIB3106-073-Q1-K1-G4 



Seq. No. 
Contig ID 
5' -most EST 



18511 

62146_1.R1040 
LIB3106-075-Q1-K1-H4 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18512 

62159_1.R1040 

zsg701126001.hl 

BLASTX 

g3928862 

157 

3.0e-10 

176 

24 

(AF089710) disease resistance protein RPP8 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 



18513 

62174 1.R1040 



3023 



5' -mo st EST 


jsh701065525.hl 


Seq, No. 


18514 


Prtnf i rr T Pi 

uoiiuiy J.JJ 




5 ' -most EST 


LIB3106-089-Q1-K1-F8 


Seq. No. 


18515 


Cr\T\ t~ i rr T D 




5' -most EST 


LIB3170-083-Q1-J1-H4 


Seq. No. 


18516 


Contig ID 


62186_2.R1040 


5 1 -most EST 


uC-gmflminsoy016d03bl 


Seq. No. 


18517 


Contig ID 


62212 1.R1040 


5' -most EST 


ncj700986922.hl 


Method 


BLASTX 


NCBI GI 


g2500098 


BLAST score 


219 


E value 


8.0e-18 


Match length 


57 


% identity 


79 


NCBI Description 


DNA REPAIR PROTEIN RE 



PRECURSOR >gi_289208 (L15229) DNA 
repair protein [Arabidopsis thaliana] >gi_3152570 
(AC002986) Match to nuclear-encoded chloroplast DNA repair 
protein (E. coli recA homolog) gb_L15229. [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18518 

62223JL.R1040 

uC-gmropicl04c02bl 

BLASTX 

g2367392 

339 

2.0e-31 

121 

54 

(U82513) random slug cDNA25 protein 
discoideum] 



[Dictyostelium 



Seq. No. 
Contig ID 
5 '-most EST 



18519 

62227_1.R1040 
fde700870559.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



18520 

62242JL.R1040 
LIB3106-107-Q1-K1-A10 



Seq. No. 
Contig ID 
5 1 -most EST 



18521 

62247JL.R1040 
uC-gmropic009a08bl 



Seq. No. 
Contig ID 
5' -most EST 



18522 

62250_1.R1040 
jC-gmle01810094g06al 



3024 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18523 

62251JL.R1040 

jC-gmst02400051h01al 

BLASTX 

g3128168 

638 

1.0e-66 

174 

60 

(AC004521) putative carboxyl- terminal peptidase 
[Arabidopsis thaliana] 

18524 

62254_1.R1040 

LIB3106-109-Q1-K1-E6 

BLASTX 

g!13742 

928 ^ 

1.0e-T22 

4 92 

48 

AMINOPEPTIDASE N (ALPHA-AMINOACYL PEPTIDE HYDROLASE) 
>gi_JL47142 (M15273) peptidase N [Escherichia coli] 
>gi_147144 (M15676) aminopeptidase N [Escherichia coli] 
>gi_1787163 (AE000195) aminopeptidase N [Escherichia coli] 
>gi_4062498_dbj_BAA35684_ (D90731) Aminopeptidase n (EC 
3.4.11.2) (alpha-aminoacylpeptide hydrolase). [Escherichia 
coli] 



Seq. No. 

Contig ID 
5 T -most EST 



18525 

62255_1.R1040 
LIB3106-109-Q1-K1-G12 



Seq. No. 
Contig ID 
5 f -most EST 



18526 

62264J..R1040 
LIB3139-117-P1-N1-H6 



Seq. No. 
Contig ID 
5 '-most EST 



18527 

62266_1.R1040 
LIB3106-112-Q1-K1-F4 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18528 

62272_1.R1040 
jC-gmle01810043c!0dl 

18529 

62279_1.R1040 

uC-gmrominsoy245c07bl 

BLASTX 

g3420050 

173 

6.0e-12 

98 
40 

(AC004 680) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



18530 



3025 



Contig ID 


62283 1.R1040 


5' -most EST 


LIB3170-076-Q1-J1-A5 


Method 


BLASTX 


NCBI GT 


a2827619 


BLAST score 


143 


E value 


1.0e-20 


Match length 


69 


% identity 


75 


NCBI Description 


(AL021636) hypothetical protein [Arabidopsis 


Seq. No. 


18531 


Contig ID 


62283 3.R1040 


5' -most EST 


sat701006229.h2 


Method 


BLASTX 


NCBI GI 


a2827619 


BLAST score 


411 


E value 


1.0e-40 


Match length 


90 


% *i rJp>n t" "i t" v 


91 


NCBI Description 


(AL021636) hypothetical protein [Arabidopsis 


Seq. No. 


18532 


Print - t rr TH 




5' -most EST 


fua701043515.hl 


Seq. No. 


18533 


Prmt* i rr T D 




5 '-most EST 


LIB3107-041-Q1-K1-E8 


Seq. No. 


18534 


font" i rr TFI 




5' -most EST 


LIB3107-041-Q1-K1-G8 


Seq, No. 


18535 


f nnf- 1 rr T Pi 




5' -most EST 


LIB3107-041-Q1-K1-H11 


Seq. No. 


18536 


Contig ID 


62323 1.R1040 


5' -most EST 


LIB3109-031-Q1-K1-D12 


Seq, No. 


18537 


Contig ID 


62323 2.R1040 


5' -most EST 


LIB3107-049-Q1-K1-D12 


Method 


BLASTX 






BLAST score 


453 


E value 


3.0e-45 


Match length 


115 


% \ rl&n"t~i \~\t 


77 


NCBI Description 


(AC004681) unknown protein [Arabidopsis thai 


Seq. No. 


18538 


Contig ID 


62335 1.R1040 


5' -most EST 


LIB3107-036-Q1-K1-G4 


Seq. No. 


18539 



3026 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



62335_2.R1040 
LIB3107-053-Q1-K1-B2 



18540 
6234 1_1 
LIB3107 
BLASTX 
g4263831 
338 

1.0e-31 

162 

40 

(AC006067) 
thaliana] 



R1040 
053-Q1- 



K1-B9 



putative reverse transcriptase [Arabidopsis 



18541 

62344JL.R1040 

LIB3109-047-Q1-K1-F1 

BLASTX 

gl946368 

771 

3.0e-86 

254 

69 

(U93215) unknown protein [Arabidopsis thaliana] 
18542 

62357_1.R1040 
LIB3107-053-Q1-K1-E10 

18543 

62357_2.R1040 
jC-gmro02910052hl2al 

18544 

62357_3.R1040 
uC-gmrominsoy228c03bl 

18545 

62364JL.R1040 

gsv701052234.hl 

BLASTX 

g3411152 

393 

5.0e-38 

98 

71 

(AFO 66050) thymidine kinase [Oryza sativa] 
18546 

62368JL.R1040 

jC-gmfl02220054a07al 

BLASTX 

g3063693 

175 

1.0e-12 
77 



3027 



% identity 62 t 

NCBI Description (AL022537) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



18547 

62368_2.R1040 

LIB3107-053-Q1-K1-F2 

BLASTX 

g3063693 

159 

1.0e-10 

30 
87 

(AL022537) putative protein [Arabidopsis thaliana] 
18548 

62368_3.R1040 
pcp700990904.hl 

18549 

62369JL.R1040 
LIB3107-063-Q1-K1-G12 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



18550 

62371_1.R1040 
LIB3107-055-Q1-K1-A10 

18551 

62379JL.R1040 

LIB3107-055-Q1-K1-A9 

BLASTX 

g4508068 

209 

2.0e-16 

94 
48 

(AC005882) 3063 [Arabidopsis thaliana] 
18552 

62379_2.R1040 

uC-gmropicl08fl2bl 

BLASTX 

g4508068 

152 

6.0e-10 

46 

65 

(AC005882) 3063 [Arabidopsis thaliana] 
18553 

62380_1.R1040 
LIB3107-055-Q1-K1-B1 



18554 

62385_1.R1040 
uC-gmropic07 3allbl 



Seq. No. 



18555 



3028 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



62394JL.R1040 

xpa700794075.hl 

BLASTX 

g600855 

867 

2.0e-93 

240 

69 

(U17887) bZIP protein [Arabidopsis thaliana] 
18556 

62403_1.R1040 
LIB3107-058-Q1-K1-H4 



Seq. No. 
Contig ID 
5' -most EST 



18557 

62403_2.R1040 
sat701014011.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18558 

62406JL. R1040 

LIB3107-058-Q1-K1-H9 

BLASTX 

gl657382 

672 

1.0e-70 
139 

86 r . 

(Y09101) cholinephosphate cytidylyltransferase [Pisum 

sativum] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18559 

62406_2.R1040 

asn701141957.hl 

BLASTX 

g!657382 

589 

5.0e-61 

113 

93 

(Y09101) cholinephosphate cytidylyltransferase [Pisum 
sativum] 

18560 

62423JL.R1040 

zsg701120383.hl 

BLASTX 

g2498943 

189 

3.0e~14 

89 

38 

PUTATIVE SPERMIDINE SYNTHASE (PUTRESCINE 

AMINOPROPYLTRANSFERASE) (SPDSY) >gi_2129288_pir B64339 

spermidine synthase (EC 2.5.1.16) - Methanococcus 
jannaschii >gi_1591033 (U67486) spermidine synthase (speE) 
[Methanococcus jannaschii] 



3029 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 



18561 

62434_1.R1040 
asn701138713.hl 
BLASTX 
g4539369 
390 

3.0e-74 
220 
64 

(AL049525) putative protein 
18562 

62447JL.R1040 
zzp700833443.hl 

18563 

62449_1.R1040 

hyd700727763.hl 

BLASTX 

gll72441 

550 

6.0e-56 

175 

70 

POSSIBLE TRANSCRIPTION FACTOR POSF21 >gi_99685_pir S21883 

DNA-binding protein POSF21 - Arabidopsis thaliana 
>gi_16429_emb_CAA43366_ (X61031) posF21 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



18564 

62455JL.R1040 

fua701040928.hl 

BLASTX 

g4455330 

281 

5.0e-27 

159 
48 

(AL035525) contains 



EST gb;T44002 [Arabidopsis thaliana] 



18565 

62465_1.R1040 

smc700745046.hl 

BLASTX 

g2980806 

426 

8.0e-42 

165 

55 

(AL022197) putative protein [Arabidopsis thaliana] 
18566 

62473_1.R1040 
LIB3107-065-Q1-K1-H2 



Seq. No. 

Contig ID 



18567 

62493 1.R1040 



3030 



5 1 -most EST 



LIB3107-030-Q1-K1-C5 



Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18568 

62494__1.R1040 

uC-gmflminsoy030f03bl 

BLASTX 

g2982444 

244 

2.0e-20 

119 

18 

(AL022224) 
thaliana] 



CLV1 receptor kinase like protein [Arabidopsis 



Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18569 

62496_1.R1040 

jC-gmst02400042bl0al 

BLASTX 

g4510375 

934 

1.0e-101 

453 

51 

(AC007017) putative homeotic protein BEL1 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



18570 

62496_2.R1040 

jC-gmle0181004 6d06al 

BLASTX 

g4510375 

332 

4.0e-31 

138 

57 

(AC007017) 
thaliana] 



putative homeotic protein BEL1 [Arabidopsis 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 
Method 



18571 

62501_1.R104Q 
LIB3107-065-Q1-K1-D9 

18572 

62504JL.R1040 

LIB3107-065-Q1-K1-E11 

BLASTX 

g2288985 

235 

2.0e-19 

198 

36 

(AC0Q2335) hypothetical protein [Arabidopsis thaliana] 
18573 

62505_1.R1040 

LIB3107-065-Q1-K1-E12 

BLASTX 



3031 



NCBI GI 


g4220481 


BLAST score 


560 


E value 


z . ue o / 


Match length 


159 


% identity 


65 


NCBI Description 


(ACOUoUby) unJcnown protein LaraDiuopbib Lna-L-Lcmaj 


Seq. No. 


loo / 4 


Contig ID 


62514 1.R1U4U 


r- i j_ t-i peri 

5 -most ESI 


LilrS o ± U / U 0 O ^J- jm uo 


Method 


BLAS IX 


NCBI GI 


g4249385 


BLAST score 


384 


E value 


4 . ue-o / 


Match length 


/ y 


% identity 


82 


NCBI Description 


(AC005966) T2K10.11 [Arabidopsis thaliana] 


Seq. No. 


18575 


Contig ID 


o25l0 1.R1U4U 


5' -most EST 


LIB3107-0do-Q1-K1-U11 


Seq. No. 


18576 


Contig ID 


62522 1.R104U 


5' -most EST 


LiIdJIU / -Uoo-yi is.x 


Method 


BLASTX 


NCBI GI 


gl469882 


BLAST score 


444 


E value 


6 . Oe-44 


Match length 


150 


% identity 


52 


NCBI Description 


(D63484) The KIAA0150 gene product is novel. [Homo sap: 


Seq. No. 


18577 


Contig ID 


62555 1.R1040 


5 f -most EST 


pcp700994459.hl 


Seq. No. 


18578 


Contig ID 


62575 1.R1U4U 


5' -most EST 


LIB3107-U /4-Q1-K1-U1 


Seq. No. 


18579 


Contig ID 


6259/ 1.R1U4U 


5 '-most EST 


LIBoiU / — U /4— y±— rS.1 ro 


Method 


BLASTX 


NCBI GI 


g4490321 


BLAST score 


595 


E value 


9 . Oe-62 


Match length 


163 


% identity 


72 


NCBI Description 


(AJ011604) nitrate transporter [Araoiaopsis inanandj 


Seq. No. 


18580 


Contig ID 


62599 1.R1040 


5 T -most EST 


LIB3107-074-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g3924596 



3032 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



571 

5.0e-59 

144 

76 

(AF069442) putative phospho-ser/thr phosphatase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18581 

62611JL.R1040 
LIB3107-076-Q1-K1-A3 

18582 

62636_1.R1040 

LIB3139-018-P1-N1-D1 

BLASTX 

g4092771 

430 

8.0e-42 
331 
31 

(AF105139) 
napus] 



disease resistance gene homolog 1A [Brassica 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



18583 

62644_1.R1040 
LIB3107-076-Q1-K1-F3 

18584 

62644_2.R1040 
uC-gmropicl06bllbl 

18585 

62645_1.R1040 
LIB3109-037-Q1-K1-C6 



Seq. No. 
Contig ID 
5 f -most EST 



18586 

62646_1.R1040 
bth700847268.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



18587 

62653JL.R1040 

epx701107486.hl 

BLASTX 

g3063444 

450 

2.0e-44 

181 

57 

(AC003981) F22013. 



5 [Arabidopsis thaliana] 



18588 

62653_2.R1040 
LIB3139-012-P1-N1-A12 



Seq. No. 
Contig ID 
5' -most EST 



18589 

62656JL.R1040 
jex700908731.hl 



3033 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2244850 

446 

3.0e-44 

135 

70 

(Z97337) 



hypothetical protein [Arabidopsis thaliana] 



18590 

62661_1.R1040 

LIB3107-078-Q1-K1-A8 

BLASTN 

g2264303 

36 

2.0e-10 

127 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBB18, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



18591 

62661_2.R1040 
fde700877095.hl 

18592 

62668_1.R1040 
g4260133 

18593 

62687_1.R1040 
LIB3107-078-Q1-K1-E9 

18594 

62689_1.R1040 

dpv701101788.hl 

BLASTX 

g4263779 

386 

3.0e-37 
127 

(AC006068) hypothetical protein [Arabidopsis thaliana] 
18595 

62689_2.R1040 
hrw701058456.hl 

18596 

62714_1.R1040 
LIB3107-07 9-Q1-K1-G2 



Seq. No. 
Contig ID 
5' -most EST 



18597 

62723JL.R1040 
LIB3107-079-Q1-K1-H7 



Seq. No. 
Contig ID 



18598 

62724 2.R1040 



3034 



# 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



LIB3139-099-P1-N1-E9 

BLASTX 

g4204303 

379 

5.0e-36 

82 

83 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

18599 

62727_1.R1040 

LIB3107-080-Q1-K1-A2 

BLASTX 

g4220461 

151 

7.0e-10 

81 

37 

(AC006216) ESTs gbJT75642 and gb_AA650997 come from this 
gene. [Arabidopsis thaliana] 

18600 

62733JL.R1040 

LIB3107-065-Q1-K1-G10 

BLASTX 

g2130080 

654 

2.0e-68 

225 

56 

Nrampl protein - rice >gi_1470320_bbs_177441 (S81897) 
OsNrampl=Nrampl homolog/Bcg product homolog [Oryza sativa f 
indica, cv. IR 36, etiolated shoots, Peptide, 517 aa] 
[Oryza sativa] >gi_2231132 (L41217) integral membrane 
protein [Oryza sativa] 

18601 

62750_1.R1040 

gsv701051625.hl 

BLASTX 

g3142300 

680 

3.0e-71 

240 
57 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64 908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 

18602 

62774JL.R1040 

LIB3107-082-Q1-K1-G7 

BLASTX 

g2213613 

301 



3035 



E value 
Match length 
% identity 
NCBI Description 



5.0e-27 

140 
49 

(AC000103) 



F21J9.7 [Arabidopsis thaliana] 



Seq. No. 


18603 




Contig ID 


62774 2.R1040 




5 '-most EST 


LIB3107-082-Q1-K1-D11 




Method 


BLASTX 




NCBI GI 


g2213613 




BLAST score 


191 




E value 


1.0e-14 




Match length 


76 




% identity 


57 




NCBI Description 


(AC000103) F21J9.7 [Arabidopsis 


thaliana] 


Seq. No. 


18604 




Contig ID 


62777 1.R1040 




5' -most EST 


LIB3107-082-Q1-K1-D6 




Method 


BLASTX 




NCBI GI 


g627469 




BLAST score 


113 




E value 


1.0e-08 




Match length 


122 




% identity 


10 




NCBI Description 


hypothetical protein 2 - human 


(fragment) 



Seq. No. 
Contig ID 
5 '-most EST 



18605 

62780JL.R1040 
LIB3107-082-Q1-K1-D9 



Seq. No. 
Contig ID 
5 '-most EST 



18606 

62780_2.R1040 
zzp700831440.hl 



Seq. No. 
Contig ID 
5 '-most EST 



18607 

62791J..R1040 
LIB3107-082-Q1-K1-F3 



Seq. No. 
Contig ID 
5 '-most EST 



18608 

62794_1.R1040 
LIB3107-054-Q1-K1-B8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18609 

62796_1.R1040 

zsg701124385.hl 

BLASTX 

g2618699 

921 

1.0e-99 

281 
64 

(AC002510) unknown protein [Arabidopsis thaliana] 



Seq. No. 18610 

Contig ID 62797_1 .R1040 

5' -most EST LIB3107-054-Q1-K1-C2 



3036 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



18611 

62808_1.R1040 
LIB3107-054-Q1-K1-D6 

18612 

62819J..R1040 

leu701149614.hl 

BLASTX 

g3608133 

410 

1.0e-39 

123 

59 

(AC005314) hypothetical protein [Arabidopsis thaliana] 
18613 

62819_2.R1040 

LIB3107-054-Q1-K1-E7 

BLASTX 

g3608133 

367 

6.0e-35 

98 
65 

(AC005314) hypothetical protein [Arabidopsis thaliana] 
18614 

62823_1.R1040 

dpv701100913.hl 

BLASTX 

g4467119 

827 

1.0e-88 

157 

94 

(AL035538) Histone deacetylase [Arabidopsis thaliana] 
18615 

62848_1.R1040 

uC-gmflminsoy041c09bl 

BLASTN 

g516102 

472 

0.0e+00 

529 
98 

Soybean phytochrome B (phyB) gene exons 1-5, complete cds 
18616 

62859_1.R1040 

jC-gmle01810080a08al 

BLASTX 

g2982462 

717 

l-0e-75 

317 



3037 



% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

(AL022223) putative protein [Arabidopsis thaliana] 
18617 

62861_2.R1040 
eep700864206.hl 

18618 

62861_3.R1040 
ncj700988346.hl 

18619 

62869JL.R1040 

LIB3139-047-P1-N1-A3 

BLASTX 

g2497012 

205 

7.0e-16 

118 
31 

HYPOTHETICAL 26.6 KD PROTEIN T19C3.4 IN CHROMOSOME III 
>gi_849238 (U28412) similar to polyposis locus protein 1 
(SP:DP1_HUMAN, Q00765) [Caenorhabditis elegans] 

18620 

62869_2.R1040 
gsv701054891.hl 

18621 

62871_1.R1040 
uC-gmropic075e03bl 

18622 

62885JL.R1040 

zhf700955021.hl 

BLASTX 

gl771160 

2659 

0.0e+00 

771 

65 

(X98929) SBT1 [Lycopersicon esculentum] 
>gi_3687305_emb__CAA06999_ (AJ006378) subtilisin-like 
protease [Lycopersicon esculentum] 

18623 

62888_1.R1040 

trc700565862.hl 

BLASTX 

gl669664 

342 

9.0e-32 

188 

45 

(Z49706) GTP cyclohydrolase I [Dictyostelium discoideum] 



Seq. No. 



18624 



3038 



Contig ID 


62897 1.R1040 


5 T -most EST 


LIB3107-060-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g4220535 


BLAST score 


561 


E value 


2,0e-57 


Match length 


134 


% identity 


78 


NCBI Description 


(AL035356) clathrin c< 




thaliana] 


Seq. No. 


18625 


Contig ID 


62910 1.R1040 


5 f -most EST 


LIB3107-060-Q1-K1-F2 


Method 


BLASTN 


NCBI GI 


gll506o3 


BLAST score 


127 


E value 


4.0e-65 


Match length 


343 


% identity 


88 


NCBI Description 


V^radiata atpB, rbcL ; 


Seq. No. 


18626 


Contig ID 


62955 1.R1040 


5 '-most EST 


LIB3107-063-Q1-K1-C8 


Seq. No. 


18627 


Contig ID 


62966 1.R1040 


S'-most EST 


sat701013405.hl 


Method 


BLASTX 


NCBI GI 


gl430846 


BLAST score 


724 


E value 


2.0e-76 


Match length 


226 


% identity 


66 


NCBI Description 


(X99210) myb-related - 




esculentum] 


Seq. No. 


18628 


Contig ID 


62966 2.R1040 


5 '-most EST 


jex700904208.hl 


Method 


BLASTN 


NCBI GI 


gl430845 


BLAST score 


121 


E value 


2-0e-61 


Match length 


321 


% identity 


85 


NCBI Description 


L. esculentum mRNA for 




THM16 


Seq. No. 


18629 


Contig ID 


62967 2.R1040 


5 '-most EST 


eep700869128.hl 


Method 


BLASTN 


NCBI GI 


g2182289 


BLAST score 


60 


E value 


8.0e-25 



[Arabidopsis 



3039 



Match length 

I identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



CI 

128 
87 

Arabidopsis thaliana chromosome I BAC F11P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

18630 

62972JL.R1040 

LIB3107-063-Q1-K1-C4 

BLASTX 

g585155 

158 

2.0e-10 

54 

52 

FOLYLPOLYGLUTAMATE SYNTHASE (FOLYL POLY- GAMMA- GLUTAMATE 

SYNTHETASE) (FPGS) >gi_4214 96_pir B40646 folC - Bacillus 

subtilis >gi_142936 (L04520) f olyl-polyglutamate synthetase 
[Bacillus subtilis] >gi_2635273_emb_CAB147 68_ (Z99118) 
f olyl-polyglutamate synthetase [Bacillus subtilis] 

18631 

62972_2.R1040 
leu701152653.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18632 

62981_1.R1040 
LIB3107-063-Q1-K1-D3 

18633 

62989_1.R1040 

LIB3107-063-Q1-K1-E2 

BLASTX 

g2245109 

619 

2.0e-64 

166 

70 

(29734 3) carboxyl-terminal proteinase homolog [Arabidopsis 
thaliana] 

18634 

62994_1.R1040 

LIB3107-002-Q1-K1-D3 

BLASTX 

g2137562 

250 

2.0e-21 

80 

60 

mouse Dhml protein - mouse >gi_1060921_dbj_BAA07524__ 
(D38517) Dhml protein [Mus musculus] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



18635 

62997J..R1040 

LIB3170-070-Q1-K2-F2 

BLASTX 

g4406759 



3040 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



CI 



190 

2.0e-14 

129 
40 

(AC006836) 



hypothetical protein [Arabidopsis thaliana] 



18636 

63004JL.R1040 

g4395902 
BLASTX 
g462322 
259 

5.0e-22 

154 

42 

18.3 KD CLASS I HEAT SHOCK PROTEIN (HSP 1 
>gi_479366_pir S33566 heat shock protein 



8.3) 

(clone CHEN421) 



red goosefoot >gi_18216_emb_CAA378 64_ 
protein [Chenopodium rubrum] 

18637 

63005JL.R1040 
jC-gmro02800042h08dl 

18638 

63018JL.R1040 
uC-gmropic034d09bl 

18639 

63018__2.R1040 
LIB3107-004-Q1-K1 -G6 



(X53870) heat-shock 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



18640 

63018_3.R1040 
LIB3107-002-Q1-K1-C6 



.R1040 

-001-Q1-K1-H6 



18641 
63028_1. 
LIB3107- 
BLASTX 
gl362078 
450 

1.0e-44 

108 
78 

endo-1, 4-beta-D-glucanase, xyloglucan-specif ic (clone NXG1) 
- common nasturtium >gi_311835_emb_CAA48324_ (X68254) 
cellulase [Tropaeolum majus] 

18642 

63032JLR1040 

LIB3170-072-Q1-J1-F2 

BLAST N 

g558922 

98 

1.0e-47 

174 



3041 



% identity 

NCBI Description 



89 

Lupinus albus farnesyl pyrophosphate synthase (fpsl) mRNA, 
complete cds 



Seq. No. 


18643 


Contig ID 


63033 1.R1040 


5' -most EST 


smw700646141.hl 


Seq. No. 


18644 


Contig ID 


63033 3.R1040 


5 1 -most EST 


rca700996225.hl 






Contig ID 


63034 1.R1040 


5' -most EST 


LIB3109-013-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g4455309 


BLAST score 


296 


E value 


8.0e-27 


Match length 


106 


% identity 


58 


NCBI Description 


(AL035528) hypothetical protein [Arabidopsis 


oeq. wo . 




Contig ID 


63036 1.R1040 


5 '-most EST 


LIB3107-002-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g4432840 


BLAST score 


498 


E value 


3.0e-50 


Match length 


156 


% identity 


64 


NCBI Description 


(AC006283) unknown protein [Arabidopsis thai 


Seq. No. 


18647 


Contig ID 


63038 1.R1040 


5' -mo st EST 


rca700998455.hl 


Method 


BLASTX 


NCBI GI 


g3122638 


BLAST score 


955 


E value 


1.0e-104 


Match length 


198 


% identity 


35 


NCBI Description 


PP1/PP2A PHOSPHATASES PLEIOTROPIC REGULATOR 



>gi_1076381_pir S49820 PRL1 protein - Arabidopsis thaliana 

>gi_577733_emb__CAA58 031_ (X82824) PRL1 [Arabidopsis 
thaliana] >gi_577735_emb_CAA58032_ (X82825) PRL1 
[Arabidopsis thaliana] >gi_2244 947_emb_CAB10369 . 1_ (Z97339) 
PRL1 protein - Arabidopsis thaliana 

Seq. No. 18648 

Contig ID 63043JL . R1040 

5' -most EST LIB3170-071-Q1-K1-E7 

Method BLASTX 

NCBI GI g3461814 

BLAST score 270 

E value 8.0e-24 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



113 
50 

(AC004138) hypothetical protein [Arabidopsis thaliana] 
18649 

63063J..R1Q40 
LIB3107-001-Q1-K1-E1 

18650 

63064JL.R1040 
pcp700995190.hl 

18651 

63074J..R1040 
LIB3107-0Q1-Q1-K1-A5 

18652 

63080JL.R1040 

LIB3170-070-Q1-K2-C12 

BLASTX 

g4185507 

268 

2.0e-23 

139 

41 

(AF100163) EZA1 [Arabidopsis thaliana] 
18653 

63088JL.R1040 
LIB3107-001-Q1-K1-E4 

18654 

63089JL.R1040 
LIB3107-001-Q1-K1-A4 

18655 

63093JL.R1040 

pxt700945202.hl 

BLASTX 

gl854443 

536 

9.0e-55 

150 
71 

(D83970) CPRD8 protein [Vigna unguiculata] 
18656 

63097JL.R1040 
LIB3107-003-Q1-K1-E1 

18657 

63102JL.R1040 

LIB3107-003-Q1-K1-E6 

BLASTX 

gl817584 

142 

1.0e-08 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 

113 
31 

(Y08991) adaptor protein [Homo sapiens] 



18658 

63103JL.R1040 
LIB3170-071-Q1-K1-D2 

18659 

63104JL.R1040 
LIB3107-003-Q1-K1-F1 

18660 

63115JLR1040 
LIB3170-070-Q1-J1-G6 



.R1040 

-003-Q1-K1-G7 



like protein 



18661 
63117JL. 
LIB3107- 
BLASTX 
g3080416 
196 

4.0e-15 

77 

49 

(AL022604) UDP-galactose transporter 
[Arabidopsis thaliana] 

18662 

63118_1.R1040 
LIB3107-003-Q1-K1-G9 



18663 

63121_1.R1040 
LIB3107-003-Q1-K1-H11 

18664 

63126JL.R1040 
LIB3107-003-Q1-K1-H5 

18665 

63127_JL.R1040 
LIB3107-003-Q1-K1-H6 

18666 

63128^1. R1040 

LIB3107-003-Q1-K1-H8 

BLASTX 

g2352492 

402 

4.0e-39 

100 

63 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 
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Seq. No. 


18667 


Contig ID 


63128 2.R1040 


5' -most EST 


LIB3170-077-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2352492 


BLAST score 


392 


E value 


o . ue jo 


Match length 


83 


% identity 


82 


NCBI Description 


(AF005047) transport inhibitor 




tnananaj >gi Zooz^y^ (ArUuoU4 




response 1 [Arabidopsis thaliai 


Seq. No. 


18668 


contig lu 


dJIoo 1.K1U4U 


5' -most EST 


LIB3107-004-Q1-K1-H4 


Seq. No. 


18669 


Contig ID 


63144 1.R1040 


5' -most EST 


LIB3107-005-Q1-K1-A12 


Seq. No. 


18670 


Contig ID 


o314o 1.R1U40 


5' -most EST 


fua701043161.hl 


Seq. No. 


18671 


Contig ID 


63145 2.R1040 


5 '-most EST 


uC-gmropic074b08bl 


Seq. No. 


18672 


Contig ID 


63146 1.R1040 


5 '-most EST 


LIB3107-005-Q1-K1-A5 


Method 


BLASTN 




gou^oo oy 


BLAST score 


35 


E value 


3.0e-10 


Match length 


85 


% identity 


92 


NCBI Description 


Oryza sativa ribosomal protein 


Seq. No. 


18673 


Contig ID 


63147 1.R1040 


5' -most EST 


LIB3107-034-Q1-K1-E5 


Method 


BLASTN 


NCBI GI 


glz24o 


BLAST score 


227 


E value 


1.0e-124 


Match length 


424 


% identity 


92 


NCBI Description 


Spinach chloroplast DNA invers 


Seq. No. 


18674 


Contig ID 


63148 1.R1040 


5 '-most EST 


LIB3107-005-Q1-K1-B1 


Seq. No. 


18675 


Contig ID 


63150JL. R1040 



S4 (rps4) gene, complete cds 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3170-071-Q1-K1-D4 

BLASTX 

g3668091 

254 

5.0e-22 

74 

36 

(AC004667) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18676 

63153J..R1040 

LIB3107-005-Q1-K1-C11 

BLASTX 

g2443348 

910 

2.0e-98 

251 

68 

(AB001379) cytochrome 



P450 [Glycyrrhiza echinata] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18677 

63154_1.R1040 

uC-gmropic007dllbl 

BLASTX 

g2245378 

168 

1.0e-ll 

36 

81 

(U83245) auxin response 



factor 1 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



18678 

63163JL.R1040 
LIB3170-071-Q1-K1-G4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18679 

63167J..R1040 

LIB3107-005-Q1-K1-H12 

BLASTX 

g2351160 

237 

6.0e-20 

82 

52 

(D85214) S glycoprotein 



[Brassica rapa] 



18680 

6317G_1.R1040 

uC-gmropicl09d09bl 

BLASTX 

g3091216 

618 

2.0e-64 

173 

70 

(AF060192) putative resistance protein 



[Glycine max] 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



18681 

63172 JL.R1040 
LIB3107-006-Q1-K1-A3 

18682 

63185JL.R1040 

f jg700968314.hl 

BLASTX 

g4469014 

785 

1.0e-83 

284 
57 

(AL035602) putative protein 



[Arabidopsis thaliana] 



18683 

63192JL.R1040 

LIB3107-007-Q1-K1-A3 

BLASTX 

gl546706 

529 

5.0e-54 

126 

80 

(X98855) peroxidase ATP8a [Arabidopsis thaliana] 
18684 

63194JL.R1040 

epx701106215.hl 

BLASTX 

gl709885 

277 

3.0e-24 

128 

51 

PHYTOENE SYNTHASE PRECURSOR >gi_108 6122_pir S54135 

phytoene synthase - Narcissus pseudonarcissus 
>gi_780275_emb_CAA55391_ (X78814) phytoene synthase 
[Narcissus pseudonarcissus] 

18685 

63194_2.R1040 
LIB31Q7-007-Q1-K1-A6 

18686 

63204JL.R1040 

LIB3109-044-Q1-K1-D5 

BLASTX 

g939779 

477 

1.0e-47 

154 

62 

(L4 6397) MADS box protein [Zea mays] 
18687 

63206 1.R1040 
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5 f -most EST 



LIB3107-007-Q1-K1-C3 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18688 

63213J..R1040 
LIB3170-070-Q1-K1-A10 

18689 

63214J..R1040 

LIB3107-007-Q1-K1-D11 

BLASTX 

g3983665 

1019 

l.Oe-111 

229 
85 

(AB011271) importin-beta2 



[Oryza sativa] 



18690 

63215JL.R1040 

LIB3109-022-Q1-K1-C1Q 

BLASTX 

g968973 

144 

9.0e-09 

77 
13 

(U29156) involved in signaling by the epidermal growth 
factor receptor; Method: conceptual translation supplied 
by author. [Mus mus cuius] 

18691 

63218JL.R1040 

ssr700555231.hl 

BLASTX 

g4415924 

4 64 

2.0e-46 

168 

51 

(AC006282) putative glucosyl transferase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



18692 

63221JL.R1040 
LIB3107-007-Q1-K1-D8 

18693 

63222JL.R1040 
LIB3170-070-Q1-K2-B10 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



18694 

63225J..R1040 

LIB3107-007-Q1-K1-E3 

BLASTX 

g4454484 

173 

2.0e-12 
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Match length 

% identity 

NCBI Description 



68 
56 

(AC006234) putative diacylglycerol kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



18695 

63236JL.R1040 
LIB3107-008-Q1-K1-D7 



Seq. No. 
Contig ID 
5' -most EST 



18696 

63239_1.R1040 
zhf700953971.hl 



Seq. No. 
Contig ID 
5' -most EST 



18697 

63255JL.R1040 
LIB3170-070-Q1-K2-F11 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



18698 

63263J..R1040 
jex700904484.hl 

18699 

63268_1.R1040 

ncj700987844.hl 

BLASTX 

g4115377 

807 

2.0e-86 

251 

62 

(AC005967) unknown protein [Arabidopsis thaliana] 
18700 

63272_1.R1040 
LIB3107-009-Q1-K1-G8 

18701 

63274_1.R1040 

LIB3107-011-Q1-K1-H12 

BLASTX 

g3269282 

260 

3.0e-25 

146 

47 

(AL030978) putative protein [Arabidopsis thaliana] 
18702 

63276_1.R1040 
LIB3107-011-Q1-K1-H4 

18703 

63282_1.R1040 
LIB3107-010-Q1-K1-A11 



Seq. No. 
Contig ID 



18704 

63286 1.R1040 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



LIB3170-074-Q1-K1-A1 

BLASTX 

g4234854 

336 

2.0e-31 

123 
58 

(AF082134) 



pol polyprotein [Zea mays] 



18705 

63295_1.R1040 

hyd700727981.hl 

BLASTX 

g3337361 

142 

1.0e-08 

138 

30 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
18706 

63295_2.R1040 

dpv701102831.hl 

BLASTX 

g3337361 

142 

1.0e-08 
127 

21 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
18707 

63306_1.R1040 
LIB3170-081-Q1-K1-H12 

18708 

63307_1.R1040 
LIB3107-010-Q1-K1-D4 

18709 

63312_1.R1040 

LIB3170-083-Q1-K1-B12 

BLASTN 

g725331 

377 

0.0e+00 

381 

100 

Glycine max mitochondrion polymorphic marker DNA sequence 
18710 

63316__1.R1040 

jC-gmst02400032fl2al 

BLASTX 

g4510375 

465 

3.0e-46 
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Match length 

% identity 

NCBI Description 



121 
79 

(AC007017) putative homeotic protein BEL1 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 



18711 

63316_2.R1040 

fde700876519.hl 

BLASTX 

g4006884 

162 

6.0e-ll 

100 
45 

(Z99707) BELl-like homeodomain protein [Arabidopsis 
thaliana] 

18712 

63328J..R1040 
sat701014091.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



18713 

63336J..R1040 

LIB3107-Q11-Q1-K1-D3 

BLASTX 

g2088647 

430 

3.0e-42 

130 

65 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
>gi_3158394 (AF036340) LRR-containing F-box protein 
[Arabidopsis thaliana] 

18714 

63340JL.R1040 
LIB3107-011-Q1-K1-D7 

18715 

63342JL.R1040 
LIB3107-011-Q1-K1-E10 

18716 

63343J..R1040 

LIB3107-015-Q1-K1-E9 

BLASTX 

g3549664 

396 

2.0e-38 

137 

55 

(AL031394) putative protein [Arabidopsis thaliana] 
18717 

63344JL.R1040 
LIB3107-011-Q1-K1-E2 
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Seq. No. 
Contig ID 
5 '-most EST 



18718 

63356JL.R1040 
LIB3107-011-Q1-K1-F4 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 ' most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



18719 

63358JL.R1040 
LIB3107-011-Q1-K1-F6 

18720 

63360JL.R1040 

LIB3107-011-Q1-K1-F8 

BLASTX 

g2739376 

989 

1.0e-107 

271 
69 

(AC002505) putative permease [Arabidopsis thaliana] 



18721 

63360_2. R1040 

awf700842602.hl 

BLASTX 

g2739376 

131 

2.0e-09 

42 

86 

(AC002505) putative permease 



[Arabidopsis thaliana] 



18722 

63362_1.R1040 
LIB3107-011-Q1-K1-G1 

18723 

63363_1.R1040 
gsv701054866.hl 

18724 

63367J..R1040 

LIB3107-012-Q1-K1-F12 

BLASTX 

g3402684 

173 

2.0e-12 

111 

33 

(AC004697) hypothetical protein [Arabidopsis thaliana] 
18725 

63378JL. R1040 
pmv700894018.hl 

18726 

63379JL.R1040 
LIB3107-012-Q1-K1-H5 
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beq. wo. 


1 A797 


COIlTZig ID 






T TR^I — n 1 ^-Ol -K1 -R4 

I/IDJlU / UiJ ^J. rvx D*i 


Method 


BLASTX 


NCBI GI 


g4512682 


oi_Lfio l score 


^79 


E value 


<l . ue 4 i 


Match length 


124 


% identity 


69 


w^rjx uescnptiou 




Seq. No. 


18728 


Contig ID 


63408JL.R1040 


o mos c Hio i 


t tr^i 07— ni ^— m — pti — m 1 

XjiDjiU / J\J. DJ..L 


Seq. No. 


18729 


Contig ID 


63408_2.R1040 


C. 1 ^.rnr> o +- TTQI 1 
3 ~IuOS C iSol 


u^w yiuropicu oocuodi 


Seq. No. 


18730 


Contig ID 


63410JL. R1040 


0 — luOSc nbi 


IjIdoIU / yi— J\l— 15/ 


Seq. No. 


18731 


Contig ID 


63430JL.R1040 


o -most hoi. 




Seq. No. 


lo / 61 


Contig ID 


63435 1.R1040 


o —most bbl 


T TDQ1 A H A 1 d /"Ni y"l -o Q 


Seq. No. 


T O *7 O *3 

lo /33 


uonuig ld 


Oj4 o / 1 . KIU4U 


o 1 -most EST 


trc7 0UDoo4o4 . hi 


Method 




NCBI GI 


g4388705 


BLAST score 


51 


E value 


^ . ue— i y 


Match length 


Oil 

211 


% identity 


81 


NCBI Description 


Arabidopsis thaliana chromosome : 




sequence r complete sequence [Aral 


Seq. No. 


18734 


Contig ID 


63447JL.R1040 


o -most EST 


LIBJ1U /-Ull-Ql-Kl-Go 


Seq. No. 


n o t o c 

lo /jJo 


Contig ID 


oo4ol 1.R1U4U 


o — most ttox 


lilbJIU / — U14 _ yi— J\l— ril 


Seq. No. 


18736 


Contig ID 


63458 1.R1040 


S'-most EST 


jsh701070164.hl 


Method 


BLASTX 


NCBI GI 


g4001720 


BLAST score 


268 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-23 

197 

35 

(AB015894) neural specific sr protein NSSR 1 [Mus musculus] 
18737 

63468J..R1040 

LIB3107-015-Q1-K1-F2 

BLASTX 

gl345132 

1091 

1.0e-119 

240 
87 

(U47029) ERECTA [Arabidopsis thaliana] 

>gi_1389566_dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 



Seq. No. 


18738 


Contig ID 


63470J..R1040 


5 T -most EST 


LIB31Q7-Q34-Q1-K1-F5 


Seq. No. 


18739 


Contig ID 


63473_1.R1040 


o T -most EST 


LIB3107-015-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g4580389 


BLAST score 


513 


E value 


3. Oe-52 


Match length 


127 


% identity 


Id 


NCBI Description 


(AC007171) unknown protein [Arabidopsis 


Seq. No. 


18740 


Contig ID 


63477 1.R1040 


5 '-most EST 


LIB3107-015-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2827550 


BLAST score 


428 


E value 


3.0e-42 


Match length 


114 


% identity 


46 


NCBI Description 


(AL021635) leucine rich repeat receptor 




[Arabidopsis thaliana] 


Seq. No. 


18741 


Contig ID 


63482 1.R1040 


5 T -most EST 


LIB3107-015-Q1-K1-G9 


Seq. No. 


18742 


Contig ID 


63488 1.R1040 


5 f -most EST 


LIB3107-015-Q1-K1-H5 


Seq- No. 


18743 


Contig ID 


63488 2.R1040 


5' -most EST 


LIB3107-032-Q1-K1-H3 



3054 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18744 

63491_JL.R1040 
hyd700727491.hl 

18745 

63491_3.R1040 

uaw700662270.hl 

BLASTX 

g2258336 

360 

4.0e-34 

109 

61 

(AF007261) component involved in Haem biosynthesis 
[Reclinomonas americana] 



Seq. No. 
Contig ID 
5' -most EST 



18746 

63492JL.R1040 
LIB3107-016-Q1-K1-A11 



Seq. No. 
Contig ID 
5' -most EST 



18747 

63498_1.R1040 
LIB3107-016-Q1-K1-B1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18748 

63500JL.R1040 

LIB3109-041-Q1-K1-A11 

BLASTX 

gl31150 

2245 

0.0e+00 

418 

99 

PHOTOSYSTEM I P700 CHLOROPHYLL A APOPROTEIN A2 

>gi_81515j?ir S00445 photosystem I protein A2 - spinach 

chloroplast >gi_12271_emb_CAA27745_ (X04131) psaB gene 
product (aa 1-734) P700 chlorophyll a apoprotein [Spinacia 

oleracea] >gi_225422j?rf 1303218B gene psaB [Spinacia 

oleracea] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18749 

63501JL.R1040 

uC-gmflminsoy054a01bl 

BLASTX 

g2827139 

257 

6.0e-22 

172 

49 

(AF027172) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] >gi_4 04 93 4 3_emb_CAA2 2 5 68 _ (AL034567) 
cellulose synthase catalytic subunit (RSW1) [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 



18750 

63501 2.R1040 



3055 



\m\im\ 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



zhf700957601.hl 

BLASTX 

g2262116 

488 

9.0e-49 

240 

40 

(AC002343) cellulose synthase isolog 



[Arabidopsis thaliana] 



18751 

63501_4.R1040 

kmv700739206.hl 

BLASTX 

g2262115 

140 

9.0e-13 

94 
42 

(AC002343) cellulose synthase isolog [Arabidopsis thaliana] 



18752 

63511JL 

LIB3107- 

BLASTX 

g2464914 

249 

8,0e-21 

133 

45 

(Z99708) 



R1040 
017-Q1-K1- 



■C3 



hypothetical protein [Arabidopsis thaliana] 



18753 

63512_1.R1040 
LIB3107-017-Q1-K1-C4 

18754 

63519_1.R1040 

uC-gmflminsoy034h01bl 

BLASTX 

g3738301 

345 

5.0e-32 

209 

43 

(AC005309) putative zinc-finger protein [Arabidopsis 
thaliana] >gi_424 9397 (AC006072) putative zinc-finger 
protein (B-box zinc finger domain) [Arabidopsis thaliana] 

18755 

63519_2.R1040 

LIB31G7-017-Q1-K1-D12 

BLASTX 

g3738301 

538 

8.0e-55 

214 

48 



3056 



r 



NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



(AC005309) putative zinc-finger protein [Arabidopsis 
thaiiana] >gi_4249397 (AC006072) putative zinc-finger 
protein (B-box zinc finger domain) [Arabidopsis thaiiana] 

18756 

63520_1.R1040 
LIB3107-017-Q1-K1-D3 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18757 

6352 RIO 40 

LIB3107-050-Q1-K1-H5 

BLASTN 

g2213606 

62 

3.0e-26 

186 

83 

Genomic sequence for Arabidopsis thaiiana BAC F21J9, 
complete sequence [Arabidopsis thaiiana] 

18758 

63525_1.R1040 

LIB3107-017-Q1-K1-E11 

BLASTX 

g3080420 

342 

3.0e-32 

124 

60 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaiiana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18759 

63525_2.R1040 

smc700747136.hl 

BLASTX 

g3080420 

196 

2.0e-15 

57 
68 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaiiana] 

18760 

63528_1.R1040 

LIB3107-017-Q1-K1-E3 

BLASTX 

g3342249 

592 

4.0e-61 

244 

52 

(AF047719) GA3 [Arabidopsis thaiiana] >gi_3342251 
(AF047720) GA3 [Arabidopsis thaiiana] 



Seq. No. 



18761 



3057 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63529J..R1040 

hrw701058985.hl 

BLASTX 

g4538897 

378 

2.0e-36 

111 

59 

(AL04 9482) AXllOP-like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18762 

63542J..R1040 

LIB3107-041-Q1-K1-D8 

BLASTX 

gl621467 

440 

1.0e-43 

123 
63 

(U73106) laccase [Liriodendron tulipifera] 



Seq. No. 
Contig ID 
5' -most EST 



18763 

63543_1.R1040 
hrw701062596.hl 



Seq. No. 
Contig ID 
5' -most EST 



18764 

63546JL.R1040 
pcp700993109.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18765 

63549J..R1040 

LIB317Q-075-Q1-K2-F11 

BLASTX 

g4006833 

161 

6.0e-ll 

76 
38 

(AC005970) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18766 

63565JL.R1040 

LIB3107-019-Q1-K1-C1 

BLASTX 

g2894612 

408 

1.0e-39 

177 

45 

(AL021889) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



18767 

63573_1.R1040 
LIB3107-019-Q1-K1-D7 



Seq. No. 



18768 



3058 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63576_1.R104G 

LIB3109-018-Q1-K1-G12 

BLASTN 

g3900979 

40 

4.0e-13 

60 
92 

Eichhornia 
clone A 



crassipes mRNA for metallothionein-like protein, 



Seq. No, 
Contig ID 
5' -most EST 



18769 

63578_1.R1040 
LIB3170-078-Q1-K1-C1 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No* 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18770 

63588JL.R1040 

LIB3170-079-Q1-K1-E1 

18771 

63589JL.R1040 

zpv700763411.hl 

BLASTX 

g3894171 

639 

2.0e-66 

230 
56 

(AC005312) putative glutathione s-transf erase [Arabidopsis 
thaliana] 



Seq. No, 

Contig ID 
5 '-most EST 



18772 

63590JL.R104Q 
LIB3107-019-Q1-K1-H2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18773 

63591_1.R1040 

smc700749803.hl 

BLASTX 

g3860263 

333 

4.0e-31 

144 

44 

(AC005824) putative cytochrome p450 protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



18774 

63593JL.R1040 
LIB3107-021-Q1-K1-C7 

18775 

63603JL.R1040 
LIB3107-021-Q1-K1-E4 

18776 

63610 1.R1040 



3059 



D IUOS L iLO 1 


T TR^1 0.7 — C\0 1 -HI —VI —ITS 


Method 




NCBI GI 


g2656029 


BLAST score 


33 


E value 


a a,-» a ft 

y . ue-uy 


Matcn lengtn 


oy 


% identity 


o / 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 






Seq. No. 


1 o t n i 

18777 


uontig iu 


£^ £1 o o di n/in 


z> —most tibi 


hlOOlV /*U£l ^1 M W 


Method 


BLASTN 


NCBI GI 


g3242455 


nhAoi score 


.3 / 


E value 


O A/-\ 1 1 


Match length 


ol 


% identity 


Q C 
00 


NCBI Description 


Arabidopsis thaliana Atrboh F mRNA 7 complete cds 


Seq. No. 


1 OTTO 

lo / /o 


conrig id 


oobiy 1.K1U4U 


o -most EST 


T tdot at HOI r\ 1 VI tTC 

LXBJ1U /-U^I-Ql-Kl-Ho 


Method 




NCBI GI 


g2465925 


BLAST score 


199 


E value 


Z , Oe-15 


Match length 


T (Z 


% identity 


55 


NCBI Description 


(AF024 649) receptor-like serine/threonine kinase 




[Arabidopsis thaliana] 


Seq. No. 


18779 


Contig ID 


63631J..R1040 


5 -most EST 


LIB3107-022-Q1-K1-A1 


Seq. No. 


lo /oU 


Contig ID 


63650_1 . R1040 


o -most hoi 


znr /uuyoi4i / ,ni 


Seq. No. 


18781 


Contig ID 


ooooo 1.R1040 


o'-most EST 


T TD*31 AT A "D A Oi 1 TVl r>0 

LIB^IU /-Uoy-Ql-Kl-Do 


Method 


T)T TV o m V 

BLASTX 


NCBI GI 


g4539383 


BLAST score 


255 


E value 


1 . Oe-21 


Match length 


lol 


% identity 


J / 


NCBI Description 


(AL035526) putative protein (fragment) [Arabidop 




thaliana] 


Seq. No. 


18782 


Contig ID 


63663 1.R1040 


5' -most EST 


LIB3107-024-Q1-K1-A12 



3060 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



18783 

63663_2.R1040 
pxt700943612.hl 

18784 

63678_1.R1040 
LIB3107-024-Q1-K1-C1 

18785 

63679_1.R1040 

LIB3107-024-Q1-K1-C10 

BLASTX 

g2980781 

235 

2.0e-19 

71 

62 

(AL022198) putative protein [Arabidopsis thaliana] 
18786 

63681_1,R1040 
LIB3107-024-Q1-K1-C4 

18787 

63707J..R1040 

LIB3107-025-Q1-K1-D8 

BLASTX 

g4234852 

328 

2.0e-30 

131 

51 

(AF082133) gag-pol polyprotein [Zea mays] 
18788 

63710_1.R1040 
LIB3107-025-Q1-K1-E11 

18789 

63711_1. R1040 
LIB3107-025-Q1-K1-E12 

18790 

63713J..R1040 

hyd700731289.hl 

BLASTX 

g2443329 

704 

2.0e-85 

230 

71 

(D86122) Mei2-like protein [Arabidopsis thaliana] 
18791 

63717JL.R1040 
LIB3107-025-Q1-K1-F10 



3061 



Seq. No. 
Contig ID 
5 1 -most EST 



18792 

63723_1.R1040 
LIB3107-025-Q1-K1-F6 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 



18793 

63742J..R1040 
pmv700894857.hl 

18794 

63759JL.R1040 
LIB3107-02 9-Q1-K1-A8 

18795 

6376G_1.R1040 
LIB3170-081-Q1-K1-C1 

18796 

63766J..R1040 

leu701153463.hl 

BLASTX 

g3450842 

494 

5.0e-50 

130 

71 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 

18797 

63771J..R1040 

LIB3107-029-Q1-K1-B7 

BLASTX 

gl256509 

793 

1.0e-84 

213 
69 

(X92943) pectate lyase [Musa acuminata] 
18798 

63771_2.R1040 

LIB3109-010-Q1-K1-A12 

BLASTX 

g4220512 

217 

3.0e-17 

76 

54 

(AL035356) putative pectate lyase [Arabidopsis thaliana] 
18799 

63771_3.R1040 

jC~gmfl02220068h04dl 

BLASTX 

g!256509 

517 

2.0e-52 



3062 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



139 
68 

(X92943) pectate lyase [Musa acuminata] 
18800 

63778JL.R1040 

LIB3107-029-Q1-K1-C7 

BLASTX 

g2 4 65923 

191 

2.0e-14 

68 
49 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

18801 

63780_1.R1040 
LIB3170-081-Q1-K1-H1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18802 

63782_1.R1040 

LIB3170-083-Q1-K1-C1 

BLASTN 

g507033 

112 

4.0e-56 

273 
86 

H.annuus mitochondrial DNA for tRNA-Cys, tRNA-Asn and 
tRNA-Tyr 



Seq. No. 


18803 






Contig ID 


63783 1.R1040 






5' -most EST 


LIB3107-029-Q1- 


Kl 


-D12 


Seq. No. 


18804 






Contig ID 


63787 1.R1040 






5' -most EST 


LIB3170-083-Q1- 


Kl 


-Bl 


Seq. No. 


18805 






Contig ID 


63788 1.R1040 






5' -most EST 


LIB3107-029-Q1- 


Kl 


-El 


Method 


BLASTN 






NCBI GI 


g402616 






BLAST score 


33 






E value 


1.0e-08 






Match length 


342 






% identity 


87 






NCBI Description 


G.max satellite 


DNA 


Seq. No. 


18806 






Contig ID 


63791 1.R1040 






5' -most EST 


LIB3170-083-Q1- 


Kl 


-El 


Seq. No. 


18807 






Contig ID 


63792_1.R1040 







3063 



5' -most EST 



LIB3107-029-Q1-K1-E6 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18808 

63795_1.R1040 
LIB3170-082-Q1-K1-A6 

18809 

63797_1.R3.040 

LIB3107-030-Q1-K1-D4 

BLASTX 

g4490743 

477 

1.0e-47 

213 
53 

(AL035708) putative protein [Arabidopsis thaliana] 
18810 

63803JL.R1040 
LIB3107-030-Q1-K1-E12 

18811 

63805JL.R1040 

jC-gmle01810080b06al 

BLASTN 

g3985931 

42 

2.0e-14 

110 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21H1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



18812 

63810_1-R1040 

fua701041718.hl 

BLASTX 

g445613 

1049 

1.0e-114 

242 

81 

ribosomal protein L7 



[Solanum tuberosum] 



18813 

63811_1.R1040 
LIB3138-065-Q1-N1-F11 

18814 

63813JL.R1040 

uC-gmrominsoyll9a08bl 

BLASTX 

g3201615 

1001 

1.0e-109 

330 

63 



3064 



NCBI Description 



(AC004669) unknown protein [Arabiciopsis thaliana] 



Seq. No. 


18815 




Contig ID 


63817 1.R1040 




5 '-most EST 


LIB3107-030-Q1-K1- 


-Gil 


Method 


BLASTX 




NCBI GI 


gl491615 




BLAST score 


553 




E value 


1.0e-56 




Match length 


187 




% identity 


59 




NCBI Description 


(X99923) male sterility 2 




thaliana] 




Seq. No. 


18816 




Contig ID 


63819 1.R1040 




5' -most EST 


LIB3107-030-Q1-K1- 


-G3 


Seq. No. 


18817 




Contig ID 


63821 1.R1040 




5' -most EST 


LIB3170-082-Q1-K1- 


-F2 


Method 


BLASTX 




NCBI GI 


g3559816 




BLAST score 


465 




E value 


7.0e-91 




Match length 


184 






93 






(Y15782) transketolase 2 


Seq. No. 


18818 




Contig ID 


63828 1.R1040 




5' -most EST 


awf700836324.hl 




Method 


BLASTX 




NCBI GI 


g3123130 




BLAST score 


693 




E value 


3.0e-73 




Match length 


155 




% identity 


45 




NCBI Description 


HYPOTHETICAL 61.8 


KD TRP- 



[Capsicum annuum] 



T32G6.2 IN CHROMOSOME II >gi_2618685 (AC002510) putative 
small nuclear ribonucleoprotein Prp4p [Arabidopsis 
thaliana] >gi_3241948 (AC004625) putative small nuclear 
ribonucleoprotein Prp4p [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



18819 

63833_1.R1040 
LIB3107-031-Q1-K1-A1 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



18820 

63834_1.R1040 

LIB3170-084-Q1-K1-A3 

BLASTX 

g4309742 

365 

5.0e-35 

105 

62 
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NCBI Description (AC006439) putative Rerl protein [Arabidopsis thaliana] 



Seq. No. 


18821 


Contig ID 


63835 1.R1040 


5' -most EST 


LIB3107-031-Q1-K1-A11 


Mernod 


b-LAblN 


NCBI GI 


g3599418 


BLAST score 


36 


E value 


1.0e-10 


Match length 


73 


% identity 


88 


NCBI Description 


Glycine max alternative oxidase 




nuclear gene encoding mitochond. 


Seq* No. 


18822 


Contig ID 


63836JL.R1040 


o -most box 


t Tmi n d n a r vi _T? r 7 
LilbJl fU — Uoo—Ql— 1\±— Li / 


Method 


BLASTX 


NCBI GI 


g4263821 


BLAST score 


142 


E value 


1.0e-08 


Match length 


70 


% identity 


50 


NCBI Description 


(AC006067) hypothetical protein 


Seq. No. 


18823 


Contig ID 


63839JL.R1040 


5 ' -most EST 


LIB3107-031-Q1-K1-A5 


Method 


BLASTN 


NCBI GI 


g870984 


BLAST score 


50 


E value 


4.0e-19 


Match length 


98 


% identity 


88 


NCBI Description 


C.melo PSY1 mRNA for phytoene s 


Seq. No. 


18824 


Contig ID 


63843 1.R1040 


5 '-most EST 


LIB3107-031-Q1-K1-F3 


Seq* No. 


18825 


Contig ID 


63843 2.R1040 


5' -most EST 


sat701006372.hl 


Seq. No. 


18826 


Contig ID 


63848 1.R1040 


5 '-most EST 


jex700906409.hl 


Method 


BLASTX 


NCBI GI 


g2160177 


BLAST score 


249 


E value 


4.0e-21 


Match length 


87 


% identity 


57 


NCBI Description 


(AC000132) EST gb_R64758 comes 




thaliana] 



(Aoxl) gene, 



from this gene. [Arabidopsis 



Seq. No. 



18827 



3066 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63851_1.R1040 

LIB3107-031-Q1-K1-G2 

BLASTX 

g3157932 

579 

9.0e-60 

183 
65 

(AC002131) Similar to hypothetical protein HYP1 gb_Z97338 
from A. thaliana. [Arabidopsis thaliana] 

18828 

63851_2.R1040 
LIB3107-031-Q1-K1-D3 

18829 

63855_1.R1040 

jC-gmfl02220063a04al 

BLASTN 

g4138678 

192 

1.0e-103 

559 

84 

V.faba mRNA for amino acid transporter 
18830 

63861_1.R1040 

xpa700796903.hl 

BLASTX 

g2982459 

185 

1.0e-13 

118 

37 

(AL022223) putative protein [Arabidopsis thaliana] 
18831 

63862_1.R1040 
LIB3107-032-Q1-K1-A1 

18832 

63863_1.R1040 
LIB3170-082-Q1-K1-F4 



18833 

63869_1.R1040 

uC-gmrominsoy305f 02bl 

BLASTX 

gl839188 

843 

1.0e-90 

256 

62 

(U86081) root hair defective 



3 [Arabidopsis thaliana] 



Seq. No. 



18834 



3067 



o 



Contig ID 
5' -most EST 



63870JL.R1040 
LIB3170-081-Q1-K1-B4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



18835 

63873JL.R1040 

LIB3107-032-Q1-K1-D2 

BLASTX 

g4572676 

150 

2.0e-09 

107 

36 

(AC006954) unknown protein [Arabidopsis thaliana] 
18836 

63873_2.R1040 
asn701140663.hl 



Seq. No. 
Contig ID 
5' -most EST 



18837 

63883_1.R1040 
LIB3107-033-Q1-K1-D6 



Seq. No. 
Contig ID 
5' -most EST 



18838 

63884_1.R1040 
LIB3170-084-Q1-K1-D5 



Seq. No. 
Contig ID 
5 '-most EST 



18839 

63889_1.R1040 
LIB3107-033-Q1-K1-E3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18840 

63891JL.R1040 

LIB3107-033-Q1-K1-E5 

BLASTX 

g4406764 

659 

4.0e-69 
189 
42 

(AC006836) 
thaliana] 



putative uridylyl transferase [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



18841 

63903_1.R1040 
LIB3170-081-Q1-J1-F5 



Seq. No. 
Contig ID 
5 '-most EST 



18842 

63912_1.R1040 
LIB3107-033-Q1-K1-G5 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



18843 

63914JL.R1040 

LIB3107-033-Q1-K1-G7 

BLASTX 

g2586082 

244 

1.0e-24 



3068 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



108 
50 

(U72725) retrofit [Oryza longistaminata] 



18844 

63915_1.R1040 
LIB3107-033-Q1-K1-G8 



Seg. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



18845 

63920JL.R1040 
LIB3107-033-Q1-K1-H2 

18846 

63920_2.R1040 
rca700998065.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18847 

63921_1.R1040 
LIB3107-033-Q1-K1-H3 

18848 

63923_1.R1040 
LIB3107-033-Q1-K1-H7 

18849 

63924_1.R1040 

LIB3107-033-Q1-K1-H6 

BLASTX 

g629693 

390 

8.0e-38 

134 

51 

probable integrase - common tobacco (fragment) 
>gi_530742_emb_CAA56791_ (X80830) integrase [Nicotiana 
tabacum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



18850 

63926JL.R1040 

kll701213405.hl 

BLASTX 

g3335378 

348 

1.0e-32 

96 

69 

(AC003028) Myb-related transcription activator [Arabidopsis 
thaliana] 

18851 

63926_2.R1040 

LIB3107-033-Q1-K1-H9 

BLASTX 

g3335378 

180 

1.0e-12 
50 



3069 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



60 

(AC003028) 
thaliana] 



Myb-related transcription activator [Arabidopsis 



18852 

63927JL.R1040 
jC-gmro02910003h04al 

18853 

63934JL.R1040 
pcp700991168.hl 

18854 

63935JL.R1040 
LIB3109-005-Q1-K1-D8 

18855 

63935_2.R1040 
LIB3109-054-Q1-K1-D1 

18856 

63939JL.R1040 
LIB3170-083-Q1-K1-E6 

18857 

63940JL.R1040 
LIB3170-052-Q1-J1-C9 

18858 

63943JL.R1040 
LIB3107-034-Q1-K1-G7 

18859 

63947_1.R1040 

hrw701059447.hl 

BLASTX 

g4539334 

399 

2.0e-38 

228 

48 

(AL035539) putative protein [Arabidopsis thaliana] 
18860 

63951JL.R1040 
LIB3107-058-Q1-K1-H1 

18861 

63951_2.R1040 
LIB3170-083-Q1-K1-F6 

18862 

63954JL.R1040 

LIB3107-032-Q1-K1-G1 

BLASTX 

g2864621 

253 



3070 



E value 


9. Oe-22 


Match length 


139 


% *i Hpnt i t v 


38 


NCBI Description 


(AL021811) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


18863 


Contia ID 


63956 1.R1040 


5' -most EST 


LIB3107-035-Q1-K1-A12 


Seq. No. 


18864 


Contig ID 


63958_1.R1040 


5 '-most EST 


uaw700665948.hl 


Seq. No. 


18865 


Contig ID 


63971_1.R1040 


5' -most EST 


sat701002857 .hi 


Method 


BLASTX 


NCBI GI 


g3169719 


BLAST score 


67 6 


E value 


4 . Oe-71 


Match length 


158 


% identity 


82 


NCBI Description 


(AF007109) similar to yeast dcpl [Arabidopsis thaliana 


Seq. No. 


18866 


Contig ID 


63971 2.R1040 


5 T -most EST 


pcp700993905.hl 


Method 


BLASTX 


WfRT GT 


g3169719 


BLAST score 


273 


E value 


4.0e-26 


Match length 


76 


2- -i Hpnt* n +" \/ 
o iuciiuiL_y 


75 


NCBI Description 


(AF007109) similar to yeast dcpl [Arabidopsis thaliana 


Seq. No. 


18867 


Contig ID 


63973 1.R1040 


5' -most EST 


LIB3107-035-Q1-K1-C3 


Seq. No. 


18868 


Contig ID 


63976JL.R1040 


5' -most EST 


xpa700793532.hl 


Method 


BLASTX 


NCBI GI 


g4539373 


RT.A^T Qrnrp 
DLinu ± ov^UJ-c 


216 


E value 


2.0e-17 


Match length 


82 


% identity 


52 




(AL04 9525) putative retrotransposon polyprotein 


[Arabidopsis thaliana] 


Seq. No. 


18869 


Contig ID 


63979 1.R1040 


5' -most EST 


LIB3107-036-Q1-K1-A6 


Seq. No. 


18870 


Contig ID 


63983_1.R1040 



3071 



5 '-most EST 


t to^i r\i m d Oil TZ*I _Dl 




Seq. No. 


18871 




Contig ID 






5 -most EbT 


uu gmropxcj- j. ^ u.u ojjx 




Method 


BLASTX 




NCBI GI 


g2708741 




BLAST score 


2128 




E value 


0 . Oe+UU 




Match length 






% identity 


82 


riirah-i HnnQi ^ +* hi 3 "Li anal 


NCBI Description 


(ACOOoyb^) nypornecicai proiein 


Seq. No. 


loo /Z 




Contig ID 


/■ o o o n o ni n/n 




5 -most EST 


J_iJ_r5oJ.U / Ujd iv J- HjO 




Method 


BLASTX 




NCBI GI 


g2708741 




BLAST score 


220 




E value 


7 . Oe-lo 




Match length 


74 




% identity 


58 


[Arabidopsis thaliana] 


NCBI Description 


(AC003952) hypothetical protein 


Seq. No. 


18873 




Contig ID 


63995 1.R1U4U 




5 '-most EST 


fde700871816 . hi 




Seq. No. 


18874 




Contig ID 


64000 1.R1040 




5' -most EST 


3L~gmstuz4uuuoocu oaz 




Method 


BLASTX 




NCBI GI 


g3522987 




BLAST score 


159 




E value 


1.0e-10 




Match length 


57 




% identity 


53 




NCBI Description 


(AB007468) alpha-2, 8-polysialyltransf erase [Xenopus laevi 


Seq. No. 


18875 




Contig ID 


64010 1.R1040 




5 1 -most EST 


LIB3170-081-Q1-K1-E8 




Method 


BLASTX 




NCBI GI 


g3618320 




BLAST score 


149 




E value 


1.0e-09 




Match length 


33 




% identity 


79 


[Oryza sativa] 


NCBI Description 


(AB001888) zinc finger protein 


Seq. No. 


18876 




Contig ID 


64015 1.R1040 




5' -most EST 


jC-gmst0240007 6d01al 




Method 


BLASTX 




NCBI GI 


g4567304 




BLAST score 


372 




E value 


7.0e-59 





3072 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



193 
62 

(AC005956) unknown protein [Arabidopsis thaliana] 
18877 

64017_1.R1040 
LIB3107-036-Q1-K1-E2 

18878 

64018JL.R1040 
LIB3107-036-Q1-K1-E3 

18879 

64022JL.R1040 
LIB3107-036-Q1-K1-E8 

18880 

64022_2.R1040 
uC-gmrominsoy24 6f 04bl 

18881 

64029JL.R1040 
LIB3107-036-Q1-K1-F4 

18882 

64032_1.R1040 
LIB3107-037-Q1-K1-C7 

18883 

64032_2.R1040 
kmv700742859.hl 

18884 

64033_1.R1040 

LIB3107-037-Q1-K1-C8 

BLASTX 

g3319342 

174 

2.0e-12 

64 

55 

(AF077407) similar to mitochondrial carrier proteins 
mit_carr . hmm, score: 79.74 and 42.50) [Arabidopsis 
thaliana] 

18885 

64035JL.R1040 
LIB3107-037-Q1-K1-D1 



(Pfam 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



18886 

64040JL.R1040 
rlr700901118.hl 

18887 

64040_2.R1040 

LIB3139-022-P1-N1-B7 

BLASTX 



3073 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



g2961357 
449 

2.0e-44 

110 

75 

(AL022140) putative protein [Arabidopsis thaliana] 
18888 

64040_3.R1040 
zzp700834594.hl 



Seq. No. 
Contig ID 
5' -most EST 



18889 

64046J..R1040 
LIB3107-037-Q1-K1-E4 



Seq. No. 

Contig ID 
5' -most EST 



18890 

64050JL.R1040 
LIB3170-084-Q1-K1-F9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18891 

64062JL.R1040 

LIB3107-037-Q1-K1-G2 

BLASTX 

g4544473 

601 

2.0e-62 

193 

47 

(AC006580) putative mei2 protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



18892 

64063JL.R1040 
LIB3107-037-Q1-K1-G3 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



18893 

64065_1.R1040 
epx701105543.hl 

18894 

64072JL.R1040 

uC-gmropic062gllbl 

BLASTN 

g633025 

123 

2.0e-62 

287 

86 

Arabidopsis thaliana mRNA for Drl 
18895 

64074_1.R1040 

LIB3107-038-Q1-K1-G7 

BLASTX 

g3738315 

214 

3.0e-17 
61 



3074 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



70 

(AC005170) unknown protein [Arabidopsis thaliana] 



18896 

64078J.. R1040 

LIB3170-084-Q1-K1-G10 

BLASTX 

g2702268 

279 

6.0e-25 

72 
69 

(AC003033) putative cellulase 



[Arabidopsis thaliana] 



18897 

64083J..R1040 
jC-gmle01810084f09al 

18898 

64095_1.R1040 
LIB3107-039-Q1-K1-C8 



Seq. No. 
Contig ID 
5* -most EST 



18899 

64096JL.R1040 
LIB3107-039-Q1-K1-C4 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



18900 

64102JL.R1040 
LIB3107-039-Q1-K1-D11 

18901 

64106J..R1040 

uC-gmropic010e04bl 

BLASTX 

g2829902 

258 

3.0e-22 

83 

54 

{AC002311) Putative sulphate transporter protein#protein 
[Arabidopsis thaliana] 

18902 

64106_2.R1040 

LIB3139-037-P1-N1-H9 

BLASTX 

g2829902 

413 

2.0e-40 

126 

61 

(AC002311) Putative sulphate transporter protein#protein 
[Arabidopsis thaliana] 

18903 

64110JL.R1040 
LIB3170-081-Q1-K1-E11 



3075 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



18904 

64118_1.R1040 
LIB3107-040-Q1-K1-C8 

18905 

64119J..R1040 
LIB3107-040-Q1-K1-D1 

18906 

64131J..R1040 
LIB3107-040-Q1-K1-E4 

18907 

64138JL.R1040 
eep700865787.hl 

18908 

64146_1.R1040 
LIB3107-040-Q1-K1-G3 

18909 

64146_2.R1040 
awf700836868.hl 



18910 

64148_1.R1040 

g5677556 

BLASTX 

g3367576 

344 

3.0e-32 

116 

56 

(AL031135) NAM 



/ CUC2 -like protein [Arabidopsis thaliana] 



18911 

64151_1.R1040 

taw700659709.hl 

BLASTX 

g2988397 

320 

3.0e-29 

127 

46 

(AC004475) F23858JL [Homo sapiens] 
18912 

64152_1.R1040 
LIB3107-040-Q1-K1-H8 

18913 

64155_1.R1040 

LIB3107-041-Q1-K1-A11 

BLASTX 

g3859598 

226 



3076 



E value 
Match length 
% identity 
NCBI Description 



1.0e-18 

90 

77 

(AF104919) contains similarity to Myb DNA-binding domains 
[Pfam: PF00249, E=3.7e-27 N=3) [Arabidopsis thaliana] 



Seq. No. 


18914 


Contig ID 


64156_1.R1040 


o -most EbT 


LIBolU /-U41-yX-Kl— AL£ 


Method 


BLASTX 


NCBI GI 


g2511693 


BLAST score 


175 


E value 


l . Ue-1^ 


Match length 


108 


% identity 


36 


NCBI Description 


(Z99954) cysteine proteinase precursor [Phase 


Seq. No. 


18915 


Contig ID 


64162 1.R1040 


5 T -most EST 


bth700848117.hl 


Seq. No. 


18916 


Contig ID 


64164 1.R1040 


5 1 -most EST 


LIB3107-041-Q1-K1-F9 


Seq. No. 


18917 


Contig ID 


64165JL.R1040 


5 T -most EST 


LIB3 107-04 1-Q1-K1-G5 


Seq. No. 


18918 


Contig ID 


64168 1.R1040 


5' -most EST 


LIB3107-041-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3775989 


BLAST score 


799 


E value 


2.0e-85 


Match length 


262 


% identity 


60 


NCBI Description 


(AJ010458) RNA helicase [Arabidopsis thaliana 


Seq. No. 


18919 


Contig ID 


64175 1.R1040 


5' -most EST 


LIB3170-088-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


gl711615 


BLAST score 


225 


E value 


2.0e-18 


Match length 


71 


% identity 


58 


NCBI Description 


HIGH AFFINITY SULPHATE TRANSPORTER 1 



>gi_1085847_pir S51763 high affinity sulphate transporter 

- Stylosanthes hamata >gi_607184_emb_CAA57710_ (X82255) 
high affinity sulphate transporter [Stylosanthes hamata] 



Seq. No. 
Contig ID 
5 ! -most EST 



18920 

64179_1.R1040 
LIB3107-041-Q1-K1-H6 



3077 



Seq. No* 


1 0QO1 

io yzi 




Contig ID 


64186 1.R1040 




5 '-most EST 


LIB3107-042-Q1-K1- 


-A8 


beq. no. 






Contig ID 


64186 2.R1040 




5' -most EST 


zhf700952192.hl 




Seq. No. 






Contig ID 


64186 3.R1040 




5 1 -most EST 


pcp700992875.hl 




Seq. No. 


18924 




Contig ID 


64202 1.R1040 




5 1 -most EST 


LIB3170-086-Q1-K1- 


-D3 


Seq. No. 


18925 




Contig ID 


64210 1.R1040 




5' -most EST 


LIB3107-044-Q1-K1- 


-C8 


Method 


BLASTX 




NCBI GI 


gl351303 




BLAST score 


644 




E value 


3.0e-67 




Match length 


162 




% identity 


78 




NCBI Description 


INDOLE- 3 -GLYCEROL 


PH 



>gi_619732 (U18770) indole- 
[Arabidopsis thaliana] 



i SYNTHASE PRECURSOR (IGPS) 
-3-glycerol phosphate synthase 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



18926 

64212JL.R1040 

LIB3107-044-Q1-K1-D1 

BLASTX 

g2244902 

280 

7.0e-25 

102 

59 

(Z97339) allene oxide synthase [Arabidopsis thaliana] 
18927 

64217JUR1040 

LIB3139-050-P1-N1-D2 

BLASTX 

gl076755 

363 

2.0e-34 

118 

58 

protein kinase - rice >gi_450300 (L27821) protein kinase 
[Oryza sativa] 

18928 

64221_1.R1040 
LIB3107-04 4-Q1-K1-E3 



3078 



Seq. No, 
Contig ID 
5' -most EST 



18929 

64222JL.R1040 
leu701151163.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No, 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



18930 

64238JL.R1040 
LIB3107-044-Q1-K1-G10 

18931 

64238_2.R1040 
eep700867767.hl 

18932 

64244JL.R1040 

LIB3107-049-Q1-K1-B10 

BLASTX 

g4490313 

175 

6-0e-21 

96 
59 

(AL035678) putative protein [Arabidopsis thaliana] 
18933 

64246JL.R1040 
LIB3107-049-Q1-K1-B12 

18934 

64251JL.R1040 
LIB3107-049-Q1-K1-C9 

18935 

64265JUR1040 
LIB3107-04 9-Q1-K1-E3 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



18936 

64266J..R1040 
LIB3107-049-Q1-K1-E5 

18937 

64272JL.R1040 

smc700745889.hl 

BLASTX 

g3980413 

180 

4.0e-13 

145 

35 

(AC004561) pumilio-like protein [Arabidopsis thaliana] 
18938 

64273_1.R1040 
leu701145504.hl 



Seq. No, 
Contig ID 
5' -most EST 



18939 

64277J..R1040 
LIB3107-049-Q1-K1-G4 



3079 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



18940 

64282_1.R1040 

LIB3107-048-Q1-K1-H12 

BLASTX 

g2129889 

206 

3.0e-21 

87 

68 

methionine adenosyltransf erase 
18941 

64283_1.R1040 
LIB3107-049-Q1-K1-H3 



(EC 2.5,1.6) 2 - garden pea 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18942 

64298J..R1040 

LIB3170-086-Q1-K1-D7 

BLASTN 

gl8768 

53 

6.0e-21 

363 
36 

Soybean Tgirt6 transposable element 3 ' end 
18943 

64306_1.R1040 

zhf700960222.hl 

BLASTX 

g3785989 

449 

1.0e-44 

99 
87 

(AC005560) unknown protein [Arabidopsis thaliana] 
18944 

64308_1.R1040 

LIB3107-050-Q1-K1-H8 

BLASTX 

g3482974 

277 

2.0e-37 

130 
64 

(AL031369) ATP-dependent Clp proteinase-like protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



18945 

64354_1.R1040 
LIB3107-068-Q1-K1-B3 



Seq. No. 
Contig ID 
5' -mo st EST 



18946 

64359_1.R1040 
LIB3107-068-Q1-K1-B8 



3080 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

g4204303 

147 

3.0e-09 

36 

78 

(AC003027) 



lcl_prt_seq No definition line found 



[Arabidopsis thaliana] 
18947 

64365JL.R1040 
LIB3107-068-Q1-K1-C6 



Seq. No. 
Contig ID 
5' -most EST 



18948 

64376_1.R1040 
txt700735765.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



DNA for region 5' of atp€ gene 



18949 

64379JL.R1040 
LIB3107-071-Q1-K1-A4 

18950 

64395JL.R1040 

zzp700829601.hl 

BLASTN 

g2326448 

131 

1.0e-67 

167 

95 

Glycine soja mitochondrial 
18951 

64395_2.R1040 

LIB3107-072-Q1-K1-D5 

BLASTN 

g22738 

86 

1.0e-40 

105 

96 

G.max mitochondrial atpA 



18952 

64414_1.R1040 

uC-gmropic019c01bl 

BLASTX 

g3928097 

521 

8.0e-53 

158 
66 

(AC005770) unknown protein, 5' partial [Arabidopsis 
thaliana] 

18953 

64414 2.R1040 



3081 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3107-074-Q1-K1-A2 

BLASTX 

g3928097 

317 

5.0e-29 

99 

67 

(AC005770) unknown protein, 5' 
thaliana] 



partial [Arabidopsis 



Seq. No. 
Contig ID 
5 1 -most EST 



18954 

64434JL.R1040 
LIB3170-072-Q1-J1-F7 



Seq. No. 
Contig ID 
5 1 -most EST 



18955 

64434_2.R1040 
LIB3170-072-Q1-K1-F6 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 f -most EST 
Method 
NCBI GI 
BLAST score 



18956 

64448JL.R1040 
LIB3107-017-Q1-K1-F10 

18957 

64450J..R1040 

LIB3107-017-Q1-K1-H12 

BLASTN 

g2065239 

35 

4.0e-10 

40 
64 

M.musculus mRNA for coxsackie and adenovirus receptor 
homologue 

18958 

64454J..R1040 

LIB3107-018-Q1-K1-G3 

BLASTX 

g3319342 

157 

4.0e-ll 

39 
41 

(AF077407) similar to mitochondrial carrier proteins (Pfam 
mit_carr.hmm, score: 79.74 and 42,50) [Arabidopsis 
thaliana] 

18959 

64455J..R1040 
LIB3107-019-Q1-K1-D4 

18960 

64468_1.R1040 

g4396509 

BLASTX 

g3128207 

144 



3082 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 7 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-09 

35 

71 

(AC004077) 



hypothetical protein [Arabidopsis thaliana] 



18961 

64468_2.R1040 

pxt700943115.hl 

BLASTX 

g3128207 

182 

1.0e-13 

57 

67 

(AC004077) hypothetical protein [Arabidopsis thaliana] 
18962 

64471J..R1040 

LIB3107-021-Q1-K1-F4 

BLASTX 

g4467125 

497 

6.0e-50 

128 

76 

(AL035538) putative protein [Arabidopsis thaliana] 
18963 

64472JL.R1040 

LIB3107-021-Q1-K1-F8 

BLASTX 

g4220445 

302 

8*0e-50 

140 

18 

(AC006216) Similar to gi_3004555 F19F24.14 salt inducible 
protein homolog from Arabidopsis thaliana BAC gb_AC003673. 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



18964 

64479_1.R1040 
LIB3107-022-Q1-K1-F1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18965 

64480JL.R1040 

LIB3107-022-Q1-K1-H5 

BLASTX 

g4106970 

163 

6.0e-ll 

128 
11 

(AF113948) 
sativa] 



resistance protein candidate RGC2B [Lactuca 



Seq. No. 



18966 



3083 



Contig ID 
5 1 -most EST 



64494J..R1040 
LIB3107-002-Q1-K1-F7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



18967 

64495_1.R1040 

LIB3107-002-Q1-K1-F8 

BLASTX 

g3201627 

912 

1.0e-98 

292 

63 

(AC004 669) putative SWH1 protein 



[Arabidopsis thaliana] 



18968 

64504J..R1040 

uC-gmflminsoy022f04bl 

BLASTX 

g3063445 

651 

7.0e-68 

216 

55 

(AC003981) F22013.7 [Arabidopsis thaliana] 



18969 

64504_2.R1040 

fC-gmle7008724G5d4 

BLASTX 

g3063445 

168 

8.0e-12 

65 

49 

(AC003981) F22013.7 



[Arabidopsis thaliana] 



18970 

64516_1.R1040 
jC-gmst02400005a01al 

18971 

64524JL.R1040 
rca701001359.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18972 

64526JL.R1040 

leu701149866.hl 

BLASTX 

g4006818 

907 

5.0e-98 

260 
70 

(AC005970) putative translation initiation factor eIF-2B, 
alpha subunit [Arabidopsis thaliana] 



Seq. No. 



18973 



3084 



CI 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64529JL.R1040 
LIB3170-072-Q1-J1-E6 

18974 

64533_1.R1040 
LIB3107-003-Q1-K1-C2 

18975 

64536_1.R1040 

LIB3107-003-Q1-K1-C9 

BLASTX 

gl778093 

197 

3.0e-15 

53 
72 

(U64902) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18976 

64539_1.R1040 

jex700904003.hl 

BLASTX 

gl871192 

451 

1.0e-44 

137 

62 

(U90439) Cys3His 
thaliana] 



zinc finger protein isolog [Arabidopsis 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



18977 

64539_2.R1040 
uC-gmflminsoy023cllbl 

18978 

64543_1.R1040 

pmv700894168.hl 

BLASTX 

g3800952 

173 

3.0e-12 

68 

56 

(AF100657) No definition line found [Caenorhabditis 
elegans] 

18979 

64545_1.R1040 
fC-gmle700557301r2 

18980 

64545_2.R1040 
jC-gmst02400071dl0dl 



Seq. No. 



18981 



3085 



Contig ID 
5' -most EST 



64547JL.R1040 
LIB3170-071-Q1-K1-C3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



18982 

64548JL.R1040 

LIB3170-070-Q1-K2-C3 

BLASTX 

gll71642 

223 

3.0e-18 

62 

69 

PROBABLE SERINE /THREONINE-PROTEIN KINASE NAK 

>gi_481206_pir S38326 protein kinase - Arabidopsis 

thaliana >gi_166809 (L07248) protein kinase [Arabidopsis 
thaliana] 

18983 

64550J..R1040 
bth700844858.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18984 

64554JL.R1040 
LIB3107-004-Q1-K1-D3 

18985 

64556JL.R1040 

uC-gmrominsoy308c01bl 

BLASTX 

gl871192 

314 

7.0e-29 

91 

67 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



18986 

64558_JL.R1040 
LIB3107-004-Q1-K1-D8 



Seq. No. 
Contig ID 
5 '-most EST 



18987 

64560JLR1040 
LIB3107-004-Q1-K1-E1 



Seq. No. 
Contig ID 
5 '-most EST 



18988 

64564JL.R1040 
LIB3107-004-Q1-K1-E2 



Seq. No. 
Contig ID 
5' -most EST 



18989 

64565_1.R1040 
LIB3107-004-Q1-K1-E3 



Seq. No. 
Contig ID 
5' -most EST 



18990 

64568JU R1040 
LIB31Q7-004-Q1-K1-F10 



3086 



Seq. No. 


18991 


Contig ID 


64572 1.R1040 


5 T -most EST 


jC-gmro02910073al2al 


Method 


BLASTX 


NCBI GI 


g3176686 


BLAST score 


278 


E value 


2.0e-24 


Match length 


70 


% identity 


76 


NCBI Description 


(AC003671) Similar to 




HAK1 protein gb_U2294J 




[Arabidopsis thaliana^ 


Seq. No. 


18992 


Contig ID 


64576 1.R1040 


5 r -most EST 


LIB3170-072-Q1-K1-F8 


Seq. No. 


18993 


Contig ID 


64588 1.R1040 


5 1 -most EST 


LIB3139-006-P1-N1-F6 


Seq. No. 


18994 


Contig ID 


64591 1.R1040 


5' -most EST 


LIB3170-072-Q1-K1-E9 


Seq. No. 


18995 


Contig ID 


64597 1.R1040 


5' -most EST 


LIB3107-006-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g99922 


BLAST score 


338 


E value 


9.0e-32 


Match length 


92 


% identity 


65 


NCBI Description 


hypothetical protein • 




(X13528) ORF (334 AA) 


Seq. No. 


18996 


Contig ID 


64600 1.R1040 


S'-most EST 


zpv700761953.hl 


Seq. No. 


18997 


Contig ID 


64602 1.R1040 


5 T -most EST 


LIB3170-071-Q1-K1-C9 


Seq. No. 


18998 


Contig ID 


64604 1.R1040 


5' -most EST 


LIB3107-006-Q1-K1-E12 


Seq. No. 


18999 


Contig ID 


64605 1.R1040 


5' -most EST 


LIB3107-006-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3420054 


BLAST score 


183 


E value 


2.0e-13 


Match length 


150 



■ soybean >gi_930025_emb_CAA31883_ 
[Glycine max] 



3087 



II 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
S'-most EST 



35 

(AC004680) 



unknown protein [Arabidopsis thaliana] 



19000 

64612JL.R1040 
LIB3170-070-Q1-K1-D9 

19001 

64613JL.R1040 

LIB3170-071-Q1-K1-E9 

BLASTX 

g2245004 

240 

1.0e-21 

81 
73 

(Z97341) similarity to membrane transport protein 
[Arabidopsis thaliana] 

19002 

64622J..R1040 
LIB3107-006-Q1-K1-G4 

19003 

64 625JL.R1040 
LIB3107-Q06-Q1-K1-G7 

19004 

64628JL.R1040 
LIB3107-006-Q1-K1-H11 

19005 

64629JL. R1040 

LIB31Q7-006-Q1-K1-H12 

BLASTX 

gll3540 

258 

6.0e-22 

148 

41 

ASPARTOKINASE I / HOMOSERINE DEHYDROGENASE I (AKI-HDI) 

>gi_421254_pir B47057 aspartate kinase (EC 2.7.2.4) I / 

homoserine dehydrogenase (EC 1.1.1.3) I - Serratia 
marcescens >gi_47273_emb_CAA43212_ (X60821) aspartate 
kinase [Serratia marcescens] 

19006 

64650_1.R1040 
LIB3109-043-Q1-K1-D2 

19007 

64652JL.R1040 
uxk700672034.hl 



Seq. No. 
Contig ID 
5' -most EST 



19008 

64667JL.R1040 
zzp70Q831935.hl 



3088 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



19009 

64672JL.R1040 
LIB3107-008-Q1-K1-C3 

19010 

64674_1.R1040 
LIB3107-009-Q1-K1-B5 

19011 

64687_1.R1040 
LIB3107-009-Q1-K1-D1 

19012 

64688JL.R1040 
LIB3139-039-P1-N1-G6 

19013 

64688_2.R1040 
LIB3107-009-Q1-K1-D12 

19014 

64689_1.R1040 
LIB3170-071-Q1-K1-B12 

19015 

64693_2.R1040 
sat701009525.hl 

19016 

64696_1.R1040 
LIB3170-070-Q1-K2-E12 

19017 

64712_1.R1040 

g5606089 

BLASTX 

g2245136 

1416 

1.0e-157 
404 

(Z97344) trehalose-6-phosphate synthase homolog 
[Arabidopsis thaliana] 

19018 

64717_1.R1040 
LIB3107-010-Q1-K1-E7 

BLASTX 
g3075393 
146 

5.0e-09 
41 

66 , . . . 

(AC004484) hypothetical protein [Arabidopsis thalianaj 



Seq. No. 



19019 



3089 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64718_1.R1040 

LIB3107-010-Q1-K1-F1 

BLASTX 

g4512686 

231 

3.0e-19 

67 
61 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559326_gb_AAD22988 . 1_AC007087_7 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



19020 

64723JL.R1040 
uaw700663762.hl 



Seq. No. 
Contig ID 
5' -most EST 



19021 

64724_1.R1040 
LIB3107-010-Q1-K1-F6 



Seq. No. 
Contig ID 
5' -most EST 



19022 

64725JLR1040 
LIB3107-010-Q1-K1-F7 



Seq. No. 
Contig ID 
5 1 -most EST 



19023 

64725_2.R1040 
wvk700685783.hl 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19024 

64731_1.R104Q 

jC-gmro02910067hl0al 

BLASTX 

g4454011 

190 

4.0e-14 

60 
62 

(AL035396) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5" -most EST 



19025 

64732_1.R1040 
LIB3107-010-Q1-K1-G9 



Seq. No. 
Contig ID 
5' -most EST 



19026 

64739JL.R1040 
ncj700980806.hl 



Seq. No. 
Contig ID 
5' -most EST 



19027 

64739_3.R1040 
uaw700665192.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



19028 

64752_1.R1040 

LIB3107-011-Q1-K1-B3 

BLASTX 

g2655889 

275 



3090 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



2.0e-24 

124 

48 

(AL009171) 62D9.b [Drosophila melanogaster] 
19029 

64763JL.R1040 
uC-gmropic068d03bl 

19030 

64764_1.R1040 

LIB3107-011-Q1-K1-H11 

BLASTX 

g2618689 

714 

1.0e-75 

173 
80 

(AC002510) unknown protein [Arabidopsis thaliana] 
19031 

64771JL.R1040 

uC-gmropicO 0 8 f 0 lbl 

BLASTX 

g!707010 

334 

5.0e-31 
135 

52 _ 
(U78721) mitochondrial carrier protein isolog [Arabxdopsis 

thaliana] 
19032 

64784_1.R1040 
LIB3107-012-Q1-K1-B3 

19033 

64789_1.R1040 
LIB3107-012-Q1-K1-C9 

19034 

64793J..R1040 
fC-gmro70074 4202al 

19035 

64793_2.R1040 
awf 700840527. hi 

19036 

64795_1.R1040 
LIB3107-013-Q1-K1-D6 

19037 

64797JL.R1040 

LIB3107-012-Q1-K1-D9 

BLASTX 

g602292 



3091 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



457 

1.0e-45 

128 

66 

(U17987) 



RCH2 protein [Brassica napus] 



19038 

64799JL.R1040 
LIB3107-012-Q1-K1-E11 

19039 

64803_2.R1040 

LIB3170-073-Q1-K1-H5 

BLASTX 

g3450842 

438 

6.0e-44 

103 
84 

(AF080436) 
sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



mitogen activated protein kinase kinase [Oryza 



19040 

64806_1.R1Q40 

LIB3107-013-Q1-K1-E1 

BLASTN 

g3551114 

114 

3.0e-57 
276 

Rosa gigantea chloroplast gene for maturase, complete cds 
19041 

64809JL.R1040 

hrw701062881.hl 

BLASTX 

g2244792 

432 

1.0e-42 

130 
64 

(Z97336) ankyrin homolog [Arabidopsis thaliana] 
19042 

64818_1.R1040 

g5058267 

BLASTX 

g4580398 

796 

5.0e-85 

194 

77 

(AC007171) putative protein kinase APK1A [Arabidopsxs 
thaliana] 



Seq. No. 



19043 



3092 



Contig ID 


64818 2.R1040 


5' -most EST 


jex700909746.hl 


Method 


BLASTX 


MPUT (ZT 




BLAST score 


394 


E value 


8.0e-38 


Match length 


150 




D -L 


NCBI Description 


(AC006587) putative protein kinase [Arabidops 


Seq. No. 


19044 




DflOlO O.I\.XU i ±U 


5' -most EST 


zsg701119413.hl 


Seq. No. 


19045 


Contig ID 


64819 1.R1040 


5' -most EST 


LIB3107-013-Q1-K1-F4 


Seq. No. 


19046 


Contig ID 


64830 1.R1040 


5' -most EST 


fde700876803.hl 


Method 


BLASTX 


Vi\->SD2. Ul 




BLAST score 


543 


E value 


2.0e-55 


Match length 


168 


% identity 




NCBI Description 


(AC004122) Hypothetical protein [Arabidopsis 


Seq. No. 


19047 


Contig ID 


64830 4.R1040 


5 T -most EST 


zzp700834065.hl 


Seq* No. 


19048 


Contig ID 


64835 1.R1040 


5' -most EST 


leu701146220.hl 


Method 


BLASTN 


KfPDT (IT 




BLAST score 


424 


E value 


0.0e+00 


Match length 


748 


% identity 




NCBI Description 


G.max gene for coproporphyrinogen oxidase 


Seq. No. 


19049 


Contig ID 


64837 1.R1040 


5 f -most EST 


LIB3170-074-Q1-K1-F5 


Seq. No. 


19050 


Contig ID 


64841_1.R1040 


5 '-most EST 


uC-gmf lminsoy02 6g07bl 


Method 


BLASTX 


NCBI GI 


g3600039 


BLAST score 


389 


E value 


1.0e-37 


Match length 


100 


% identity 


78 



3093 



NCBI Description (AF080119) similar to Schizosaccharomyces pombe isp4 
protein (GB:D14061) [Arabidopsis thaliana] 



Seq. No. 19051 

Contig ID 64852J..R1040 

5 T -most EST jsh701065591.hl 

Method BLASTX 

NCBI GI g2795805 

BLAST score 541 

E value 2.0e-55 

Match length 128 

% identity 7 6 , , , 

NCBI Description (AC003674) putative protein kinase [Arabidopsis thalianaj _ 

>gi 3355493 (AC004218) putative protein kinase [Arabidopsis 

thaliana] 



Seq. No. 


19052 


Contig ID 


64855 1.R1040 


5 T -most EST 


LIB3170-074-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g4371292 


BLAST score 


476 


E value 


2.0e-47 


Match length 


124 


% identity 


70 


NCBI Description 


(AC0062 60) unknown protein 


Seq. No. 


19053 


Contig ID 


64855 2.R1040 


5 '-most EST 


sat701014127.hl 


Method 


BLASTX 


NCBI GI 


g4371292 


BLAST score 


978 


E value 


1.0e-110 


Match length 


340 


% identity 


61 


NCBI Description 


(AC006260) unknown protein 



Seq. No. 19054 

Contig ID 64863_1 . R1040 

5' -most EST LIB3107-015-Q1-K1-B12 

Seq. No. 19055 

Contig ID 64865_1 . R1040 

5 '-most EST hyd700727 642 .hi 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19056 

64865_2.R1040 

LIB3107-037-Q1-K1-A10 

BLASTX 

g2342679 

658 

1.0e-68 

338 

45 

(AC000106) Similar to Vicia sativa ENBP1 
[Arabidopsis thaliana] 



(gb_X95995) 



3094 



Seq. No. 
Contig ID 
5' -most EST 



19057 

64865_3.R1040 
jC-gmfl02220144d01al 



Seq. No. 


19058 


Contig ID 


o4ob/ 1.K1U4U 


5 '-most EST 


kll7 012104 42 . hi 


Method 


BLASTX 


NCBI GI 


g4376650 


BLAST score 


572 


E value 


7 . 0e-59 


Match length 


208 


% identity 


56 


NCBI Description 


(AE001621) GcpE Protein LLniamyaia pneumoniae j 


Seq. No. 


19059 


Contig ID 


64876 1.R1040 


5 T -most EST 


LIB3107-01O-Q1-K1-LJ 


Seq. No. 


19060 


Contig ID 


64888 1.R1U40 


5 '-most EST 


LIB3107-015-Q1-K1-D4 


Seq. No. 


19061 


Contig ID 


64889 1.R1040 


5 '-most EST 


jC-gmro02910069h09al 


Method 


BLASTX 


NCBI GI 


g3236235 


BLAST score 


143 


E value 


1.0e-08 


Match length 


70 


% identity 


46 


NCBI Description 


(AC004684) unknown protein [Arabidopsis thaliana 


>gi 4056501 (AC005896) unknown protein [Arabidop 




thaliana] 


Seq. No. 


19062 


Contig ID 


64890_1.R1040 


5' -most EST 


jC-gmf 102220063e04al 


Seq. No. 


19063 


Contig ID 


64900_1.R1040 


5 '-most EST 


LIB3107-016-Q1-K1-C3 


Seq. No. 


19064 


Contig ID 


o4yiD 1.K1U4U 


5 1 -most EST 


LIB3107-016-Q1-K1-F2 


Seq. No. 


19065 


Contig ID 


64919 1.R1040 


5 '-most EST 


LIB3107-016-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g4325354 


BLAST score 


261 


E value 


1.0e-22 


Match length 


104 



3095 



% identity 4 3 

NCBI Description (AF128395) contains similarity to retrovirus-related 
polyproteins and to CCHC zinc finger protein (Pfam: 
PF00098, Score=16.3, £==0.051, E= 1) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq.' No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19066 

64921_1.R1040 
LIB3170-073-Q1-K1-H9 

19067 

64925JL.R1040 

zsg701122266.hl 

BLASTX 

g2288981 

360 

4.0e-34 

97 

44 

(AC002335) calcium binding protein isolog [Arabidopsis 
thaliana] >gi__37 63938 (AC004450) putative calcium binding 
protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



19068 

64925_2.R1040 
LIB3139-046-P1-N1-G1 



Seq. No. 
Contig ID 
5' -most EST 



19069 

64930_1.R1040 
zhf700954145.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19070 

64931JL.R1040 
uC-gmrominsoy299e01bl 

19071 

64935_1.R1040 
LIB3107-017-Q1-K1-A5 

19072 

64936_1.R1040 

smc700749959.hl 

BLASTX 

g2598569 

241 

5.0e-20 

115 

47 

(Y15290) putative start codon [Medicago truncatula] 



Seq. No. 
Contig ID 
5 '-most EST 



19073 

64946JL.R1040 
LIB3107-017-Q1-K1-H6 



Seq. No. 
Contig ID 
5' -most EST 



19074 

64951J..R1040 
LIB3107-018-Q1-K1-A3 



3096 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19075 

64955JL.R1040 

uC-gmropic040a06bl 

BLASTX 

g4263791 

409 

2.0e-44 

294 
40 

(AC006068) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19076 

64975__1.R1040 

LIB3107-018-Q1-K1-D6 

BLASTX 

g3746063 

224 

6.0e-18 

106 

45 

(AC005311) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 1 -most EST 



19077 

64975_2.R1040 
uC-gmrominsoy086f llbl 



Seq. No. 

Contig ID 
5 f -most EST 



19078 

64 97 6_1.R1040 
LIB3107-018-Q1-K1-D7 



Seq. No. 
Contig ID 
5 '-most EST 



19079 

64992_1.R1040 
zhf700961919.hl 



Seq. No. 

Contig ID 
5 1 -most EST 



19080 

64992_2.R1040 
hrw701063501.hl 



Seq. No. 
Contig ID 
5' -most EST 



19081 

65002J..R1040 

uC-gmf lminsoy07 4 cO 4bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



19082 

65003_1.R1040 

LIB3107-020-Q1-K1-E3 

BLASTX 

g3924611 

460 

6.0e-46 

167 

61 

(AF069442) hypothetical protein [Arabidopsis thaliana] 
19083 

65015__1.R1040 
ssr700557894.hl 



3097 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2894599 

186 

3.0e-19 

65 
57 

(AL021889) 



putative protein [Arabidopsis thaliana] 



19084 

65022_1.R1040 

LIB3107-021-Q1-K1-B5 

BLASTX 

g!619300 

342 

4.0e-32 

105 

60 

(X95269) LRR protein [Lycopersicon esculentum] 
19085 

65025_1.R1040 

trc700566680.hl 

BLASTX 

g4323298 

243 

2.0e-20 

111 

49 

(AF099096) pulvinus outward-rectifying channel for 
potassium SP0CK1 [Samanea saman] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19086 

65029JLR1040 
LIB3107-022-Q1-K1-C1 

19087 

65030_1.R1040 

LIB3107-022-Q1-K1-D3 

BLASTX 

g4063743 

359 

7.0e-34 

182 

53 

(AC005851) hypothetical protein [Arabidopsis thaliana] 
19088 

65037_1.R1040 

uC-gmrominsoy086e02bl 

BLASTX 

g2462835 

326 

5.0e-30 

110 

63 

(AF000657) hypothetical protein [Arabidopsis thaliana] 



3098 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19089 

65044_1.R1040 

zsg701119828.hl 

BLASTX 

g4538939 

368 

4.0e-35 
145 

54 

(AL049483) Col-0 casein kinase I-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19090 

65044_3.R1040 

pcp700993125.hl 

BLASTX 

g4538939 

311 

2.0e-28 

151 

51 

(AL049483) Col-0 casein kinase I-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19091 

65048J..R1040 

LIB3107-022-Q1-K1-E6 

BLASTX 

g3941736 

194 

1.0e-14 

133 

44 

(AF109719) BAT 3 [Mus musculus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19092 

65057JL.R1040 

uC-gmflminsoy069d07bl 

BLASTX 

g4262167 

308 

4.0e-28 

119 

52 

(AC005275) putative LRR receptor-linked protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



19093 

65082JL.R1040 
sat701010480.hl 



Seq. No. 

Contig ID 
5 '-most EST 



19094 

65085JL. R1040 
epx701108888.hl 



Seq. No. 

Contig ID 



19095 

65086 1.R1040 



3099 



5 '-most EST 



leu701149033.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19096 

65087_1.R1040 
LIB3107-024-Q1-K1-E7 

19097 

65094JL.R1040 

LIB3170-078-Q1-K1-H7 

BLASTX 

g4416302 

410 

6.0e-43 

127 

67 

(AF105716) copia-type pol polyprotem [Zea mays] 
19098 

65098_1.R1040 

hrw701061832.hl 

BLASTX 

g2129831 

478 

9.0e-48 

100 

87 

heat shock transcription factor 34 - soybean 
>gi_662930_emb_CAA87077_ (Z46953) heat shock transcription 
factor 34 [Glycine max] 

19099 

65098_2.R1040 

LIB3107-024-Q1-K1-F8 

BLASTN 

g662929 

38 

6.0e-12 

74 

88 

G.max mRNA for heat shock transcription factor 
19100 

65099_1.R1040 
LIB3107-024-Q1-K1-F9 

19101 

65102_1.R1040 

pxt700941365.hl 

BLASTX 

g3135611 

1006 

1.0e-109 

221 

86 

(AF062485) cellulose synthase [Arabidopsis thaliana] 



Seq. No. 



19102 



3100 



Contig ID 


65103 1.R104Q 


5 '-most EST 


LIB3I07-069-Q1-K1-F10 


Seq. No. 


19103 


Contig ID 


65104 1.R1040 


5 T -most EST 


LIB3170-080-Q1-K1-D8 


Seq. No. 


19104 


Contig ID 


65107 1.R1040 


5 '-most EST 


LIB3107-024-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g^oyouyt) 


BLAST score 


294 


E value 


2.0e-26 


Match length 


143 


% identity 


43 


NCBI Description 


(AF011337) putative El- 


Seq. No. 


19105 


Contig ID 


65120 1.R1040 


5 T -most EST 


LIB3107-025-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3914055 


BLAST score 


352 


E value 


O Art Q O 

z , ue— J J 


Match length 


126 


% identity 


54 


NCBI Description 


MOTS PROTEIN HOMOLOG 4 




sapiens] >gi_4505251_re 




homo log 


Seq. No. 


19106 


Contig ID 


65123 1.R1040 


5 ' -most EST 


LIB3109-032-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


gouDo /Do 


BLAST score 


450 


E value 


1.0e-44 


Match length 


197 


% identity 


A C 

4 b 


NCBI Description 


(AL022537) putative pro 


Seq. No. 


19107 


Contig ID 


65127 1.R1040 


5' -most EST 


hyd700729183.hl 


Seq. No. 


19108 


Contig ID 


65128 1.R1040 


5' -most EST 


LIB3170-078-Q1-K1-F8 


Seq. No. 


19109 


Contig ID 


65151 1.R1040 


5 '-most EST 


LIB3138-064-Q1-N1-C5 


Method 


BLASTN 


NCBI GI 


g2924257 


BLAST score 


175 


E value 


2.0e-93 



(E. coli) 



3101 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 

429 
88 

Tobacco chloroplast genome DNA 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



19110 

65152JL.R1040 
uC-gmronoir013f06bl 

19111 

65154JL.R1Q40 
LIB3107-027-Q1-K1-C5 

19112 

65155JL.R1040 
LIB3107-027-Q1-K1-C6 

19113 

65158_1.R1040 
LIB3107-027-Q1-K1-D4 

19114 

65179JL.R1040 
LIB3170-082-Q1-K1-G2 

19115 

65186_1.R1040 

jC-gmro02800026el2al 

BLASTN 

gl69326 

738 

0.0e+00 

974 

94 

Bean (P. vulgaris) NAD P -dependent malic enzyme mRNA, 
complete cds 

19116 

65199_1.R1040 

LIB3107-030-Q1-K1-A9 

BLASTX 

gl076746 

1062 

1.0e-116 

262 

78 

heat shock protein 70 - rice (fragment) 

>gi_7 63160_emb_CAA47948_ (X67711) heat shock protein 

[Oryza sativa] 

19117 

65200JL.R1040 
LIB3107-030-Q1-K1-B1 

19118 

65203_1.R1040 
vwf700675542.hl 



3102 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Rac2) gene, promoter 



19119 

65205JLR1040 
LIB3170-081-Q1-K1-G2 

19120 

65207JLR1040 
LIB3107-030-Q1-K1-B9 

19121 

65208JL.R1040 
LIB3170-083-Q1-K1-A2 

19122 

65214J..R1040 
LIB3170-081-Q1-K1-H2 

19123 

65216J..R1040 

LIB3107-030-Q1-K1-D11 

BLASTN 

g3139138 

48 

7.0e-18 

110 
94 

Lotus japonicus Rac small GTPase 
region and partial mRNA sequence 

19124 

65221JL.R1040 
LIB3170-084-Q1-K1-B3 



19125 

65225JL.R1040 

LIB3107-031-Q1-K1-B7 

BLASTX 

g3738338 

326 

3.0e-30 

113 

56 

(AC005170) putative polygalacturonase [Arabidopsis 
thaliana] 

19126 

65229J..R1040 

eep700866716.hl 

BLASTX 

g4454044 

228 

2.0e-18 

140 

46 

(AL035394) putative Ap2 domain protein [Arabidopsis 
thaliana] 



Seq. No. 



19127 



3103 



Contig ID 
5' -most EST 



65230 JL.R1040 
LIB3170-081-Q1-K1-B3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq, No, 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



19128 

65230_2.R1040 

ncj700976843.hl 

BLASTX 

g!888557 

284 

2.0e-25 

78 

63 

(U89841) diadenosine 5 T , 5 1 1 ' -PI, P4-tetraphosphate hydrolase 
[Lupinus angustif olius] 



19129 

65230_3.R1040 

zhf700962505.hl 

BLASTX 

gl888557 

162 

3.0e-ll 

47 
57 

(U89841) diadenosine 5\ 
[Lupinus angustif olius] 



5 T 1 1 -PI, P4-tetraphosphate hydrolase 



19130 

65234 JL.R1040 

LIB3107-031-Q1-K1-C6 

BLASTX 

g3879813 

149 

3.0e-09 

64 
52 

(Z66524) Similarity at the 3 T end with the Yeast pre-mRNA 
splicing factor PRP9 (PIR Acc. No. S12320) ; cDNA EST 
EMBL:C08800 comes from this gene; cDNA EST EMBL:C07438 
comes from this gene; cDNA EST yk494b4.3 comes from this 
gene 

19131 

65244_1.R1G40 
LIB3170-081-Q1-K1-F3 

19132 

65246_1.R1040 
LIB3107-031-Q1-K1-D7 

19133 

65247_1.R1040 
LIB3107-031-Q1-K1-D8 

19134 

65250JL.R1040 
jC-gmfl02220115h02al 



3104 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2499611 

663 

2.0e-69 

143 

87 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 7 (MAP KINASE 7) 

(ATMPK7) >gi_629548_pir S40473 mitogen-activated protein 

kinase 7 (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_457406_dbj_BAA04870_ (D21843) MAP kinase [Arabidopsis 
thaliana] 





Seq. No. 


19135 








Contig ID 


65251 1.R1040 








5 '-most EST 


kll701212083.hl 








Method 


BLASTX 








NCBI GI 


g3540201 








BLAST score 


776 








E value 


1.0e-82 








Match length 


235 








% identity 


66 








NCBI Description 


(AC004260) Putative nuclear protein 


[Arabidopsis 


thaliana] 




Seq. No. 


19136 








Contig ID 


65251 2.R1040 








5 f -most EST 


smc700747423.hl 








Method 


BLASTX 








NCBI GI 


g3540201 








BLAST score 


152 








E value 


4.0e-10 








Match length 


65 








% identity 


48 








NCBI Description 


(AC004260) Putative nuclear protein 


[Arabidopsis 


thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



19137 

65275_1.R1040 
LIB3107-033-Q1-K1-A1 



Seq. No. 
Contig ID 
5 '-most EST 



19138 

65276J..R1040 
jC-gmro02910026al2dl 



Seq. No. 
Contig ID 
5 T -most EST 



19139 

65276_2.R1040 
LIB3170-083-Q1-K1-H4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19140 

65281JL.R1040 

LIB3109-055-Q1-K1-F6 

BLASTX 

g3738288 

591 

2.0e-61 

147 

73 

(AC005309) 
thaliana] 



auxin-responsive GH3-like protein [Arabidopsis 



3105 



Seq. No. 


i m a i 

iyi4i 




Contig ID 


65282 1.R1040 




5' -most EST 


LIB3107-033-Q1-K1 


-A8 


Seq. No. 






Contig ID 


65284 1.R1040 




5* -most EST 


LIB3107-033-Q1-K1 


-B3 


Seq. No. 


19143 




Contig ID 


65285 1.R1040 




5 1 -most EST 


ssr700558908.hl 




Seq. No. 


19144 




Contig ID 


65300 2.R1040 




5 1 -most EST 


LIB3107-033-Q1-K1 


-C6 


Method 


BLASTX 




NCBI GI 


g4455225 




BLAST score 


383 




E value 


6.0e-37 




Match length 


92 




% identity 


67 




NCBI Description 


(AL035440) putative ] 


Seq. No. 


19145 




Contig ID 


65301 1.R1040 




5 '-most EST 


LIB3107-033-Q1-K1 


-C7 


Seq. No. 


19146 




Contig ID 


65307 1.R1040 




5' -most EST 


LIB3107-033-Q1-K1 


-D2 


Seq. No. 


19147 




Contig ID 


65308 1.R1040 




5' -most EST 


leu701149642.hl 




Seq. No. 


19148 




Contig ID 


65311 1.R1040 




5 '-most EST 


LIB3170-082-Q1-J1 


-F5 


Method 


BLASTN 




NCBI GI 


g3599418 




BLAST score 


42 




E value 


3.0e-14 




Match length 


59 




% identity 


93 




NCBI Description 


Glycine max alternat 



oxidase precursor (Aoxl) gene, 
nuclear gene encoding mitochondrial protein, complete cds 



Seq. No. 
Contig ID 
5' -most EST 



19149 

65315_1.R1040 
uaw700666037.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



19150 

65319_1.R1040 
LIB3170-083-Q1-K1-G5 



Seq. No. 



19151 



3106 



Contig ID 
5' -most EST 



65319_2.R1040 
kll701206460.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



19152 

65320_1.R1040 
LIB3107-034-Q1-K1-C1 

19153 

65324_1.R1040 

LIB3109-009-Q1-K1-C12 

BLASTX 

g3646340 

499 

3.0e-50 

156 

63 

(AJ000763) MADS-box protein [Malus domestical 
19154 

65336_1.R1040 
LIB3107-034-Q1-K1-D3 



19155 

65341_1.R1040 

eep700864228.hl 

BLASTX 

gl931645 

530 

7.0e-54 

189 

58 

(U95973) Fe(II) 



transporter isolog [Arabidopsis thaliana] 



19156 

65342_1.R1040 

LIB3107-034-Q1-K1-E10 

BLASTX 

g2791278 

227 

1.0e-18 

128 
41 

(Z69257) beta-xylosidase [Hypocrea jecorina] 
19157 

65343_1.R1040 
LIB3170-081-Q1-K1-H6 

19158 

65348_1.R1040 

kwa701015639.hl 



Seq. No. 
Contig ID 
5 '-most EST 



19159 

65351JL.R1040 
jC-gmro02910015fllal 



Seq. No. 



19160 



3107 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65351_2.R1040 

uC-gmf lminsoy02 8c0 9b 1 

BLASTN 

g3821780 

34 

1.0e-09 

34 

59 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Contig ID 
5' -most EST 



19161 

65353JL.R1040 
LIB3170-083-Q1-K1-B6 



Seq. No. 

Contig ID 
5 r -most EST 



19162 

65354JL.R1040 
ncj700976132.hl 



Seq. No. 

Contig ID 
5' -most EST 



19163 

65356_1.R1040 
LIB3107-035-Q1-K1-D1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19164 

65364_1.R1040 

LIB3107-035-Q1-K1-E10 

BLASTN 

gll554 

181 

2.0e-97 

307 

92 

Broad bean chloroplast ndhF gene 

>gi_343641_gb_M36832_VFACPNDHF V.faba chloroplast KADH 
dehydrogenase (ndhF) DNA, complete cds 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19165 

65381_1.R1040 

LIB3107-035-Q1-K1-G4 

BLASTX 

g3367537 

416 

7.0e-41 

135 

60 

(AC004392) Contains similarity to ANK repeat region of 
Fowlpox virus BamHI-orf7 protein homolog C18F10.7 gi_485107 
from Caenorhabditis elegans cosmid gb_U0004 9. This gene is 
continued from unannotated gene on BAC F19K23 gb_AC000375, 
[Arab id 



Seq. No. 

Contig ID 
5 ! -most EST 
Method 
NCBI GI 
BLAST score 
E value 



19166 

65389_1.R1040 

LIB3107-035-Q1-K1-H2 

BLASTX 

g3123712 

324 

1.0e-29 



3108 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

235 
34 

(D89051) 



ERD6 protein [Arabidopsis thaliana] 



19167 

65394JL.R1040 
LIB3107-036-Q1-K1-A11 

19168 

65397JL.R1040 
pmv700891430.hl 

19169 

65402_1.R1040 
LIB3107-036-Q1-K1-G1 

19170 

65409_1.R1040 

LIB3107-036-Q1-K1-G5 

BLASTX 

g2462781 

394 

4.0e-38 

87 

83 

(U73175) carbamoyl phosphate synthetase small subunit 
[Arabidopsis thaliana] 

19171 

65417_1.R1040 
LIB3107-036-Q1-K1-H4 

19172 

65418_1.R1040 
epx701105820.hl 

19173 

65419_1.R1040 

LIB3107-036-Q1-K1-H7 

BLASTN 

gl2178 

120 

9.0e-61 

224 
91 

Pea chloroplast rpl36 (partial), rpsll, rpoA f and petD 
(partial) genes for ribosomal proteins L36 and Sll, RNA 
polymerase alpha subunit, and cytochrome bf complex subunit 
IV 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



19174 

65422_1.R1040 

LIB3107-037-Q1-K1-A1 

BLASTX 

g2914710 

426 

6.0e-42 



3109 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



119 
66 

(AC003974) putative beta-D-galactosidase [Arabidopsis 
thaliana] 

19175 

65426JL.R1040 

LIB3107-037-Q1-K1-A4 

BLASTX 

g3877655 

231 

4.0e-19 

109 
42 

(Z72511) possible zinc finger protein; cDNA EST EMBL:M89115 
comes from this gene; cDNA EST EMBL:D71533 comes from this 
gene; cDNA EST EMBL:D72314 comes from this gene; cDNA EST 
EMBL:D75164 comes from this gene; cDNA EST EMBL:C1 

19176 

65431JL.R1040 

LIB3109-034-Q1-K1-B4 

BLASTX 

g3859659 

467 

9.0e-47 

136 

72 

(AL031394) putative potassium transporter AtKT5p (AtKT5) 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 r -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 r -most EST 
Method 
NCBI GI 
BLAST score 



19177 

65433JL.R1040 
LIB3107-037-Q1-K1-B2 

19178 

65445JL.R1040 
LIB3107-037-Q1-K1-H7 

19179 

65449JL.R1040 
LIB3170-082-Q1-K1-C9 

19180 

65453JL.R1040 
ncj700987208.hl 

19181 

65453_2.R1040 
vzy700754173.hl 

19182 

65457J..R1040 

ssr700554559.hl 

BLASTX 

gl23530 

157 



3110 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



2.0e-10 

108 

3 

HISTIDINE-RICH GLYCOPROTEIN PRECURSOR >gi_72400_pir KGZQHL 

histidine-rich glycoprotein precursor - Plasmodium lophurae 
>gi_9999_emb_CAA25698_ (X01469) histidine-rich protein 

[Plasmodium lophurae] >gi_224316_prf 1101401A protein, His 

rich [Plasmodium sp.] 

19183 

65472_1.R1040 
LIB3107-038-Q1-K1-D9 



19184 

65477__1.R1040 

rca700999774.hl 

BLASTX 

g3063453 

274 

6.0e-24 

58 
79 

(AC003981) F22013. 
19185 

65479_1.R1040 
hyd7G0729211.hl 



15 [Arabidopsis thaliana] 



19186 

65480_1.R1040 
LIB3170-084-Q1-K1-D11 

19187 

65482_1.R1040 
LIB3107-039-Q1-K1-E8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19188 

65483_1.R1040 

LIB3107-039-Q1-K1-E9 

BLASTX 

g4204095 

461 

8.0e-46 

185 

48 

(AF030260) CYP94A1 [Vicia sativa] 
19189 

65488_1.R1040 

LIB3107-039-Q1-K1-F7 

BLASTX 

g3319342 

263 

7.0e-23 

75 

65 

(AF077407) similar to mitochondrial carrier proteins 



(Pfam: 



3111 



mit_carr.hmm, score: 79.74 and 42.50) [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19190 

65493_1.R1040 
LIB3170-082-Q1-K1-A11 

19191 

65497_1.R1040 

jC-gmst02400029d06al 

BLASTX 

g2952545 

173 

5.0e-12 

247 

6 

(AF051898) coronin binding protein [Dictyostelium 
discoideum] 



Seq. No. 
Contig ID 
5 1 -most EST 



19192 

655G3JL.R1040 
LIB3170-083-Q1-K1-B11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



19193 

65523JL.R1040 

LIB3107-040-Q1-K1-B9 

BLASTX 

g2289790 

264 

5.0e-23 

126 

44 

(D88750) beta-galactosidase [Bacillus circulans] 
19194 

65536J..R1040 
LIB3107-041-Q1-K1-B10 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



19195 

65539J..R1040 
LIB3107-041-Q1-K1-B6 

19196 

65548_1.R1040 
LIB3107-Q41-Q1-K1-C6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1040 

-Q41-Q1-K1-C7 



19197 
65549JL. 
LIB3107- 
BLASTN 
g533301 
37 

3.0e-ll 

45 
96 

Beta trigyna chloroplast DNA for cytochrome b6/f complex 
subunit 5, Trp-tRNA, Pro-tRNA 



3112 



II 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



19198 

65557JL.R1040 
LIB3107-041-Q1-K1-D4 

19199 

65558J..R1040 
LIB3107-041-Q1-K1-D5 

19200 

65560JL.R1040 
LIB3107-041-Q1-K1-E1 

19201 

65570JL.R1040 
LIB3107-042-Q1-K1-C3 

19202 

65573JL.R1040 
asn701139812.hl 

19203 

65583JL.R1040 
LIB3107-042-Q1-K1-E4 

19204 

65586JL.R1040 
LIB3107-042-Q1-K1-E8 

19205 

65588JL.R1040 
LIB3170-086-Q1-J1-B3 

19206 

65596_1.R1040 
LIB3167-010-P1-K1-B3 

BLASTX 
g2706544 
1236 

1.0e-136 
287 
84 

(Y15899) Sigl [Sinapis alba] 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



19207 

65599_1.R1040 
LIB3109-010-Q1-K1-H5 

BLASTX 

g4567309 

450 

2.0e-44 
245 
40 

(AC005956) 



hypothetical protein [Arabidopsis 



thaliana] 



19208 

65602 1.R1040 



3113 



# 



5 1 -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



LIB3107-042-Q1-K1-G9 
19209 

65608J..R1040 
LIB3170-086-Q1-K1-B3 

19210 

65609JL.R1040 

zsg701122501.hl 

BLASTN 

g881440 

80 

6.0e-37 

168 
87 

Lupinus luteus NADH-plastoquinone oxidoreductase (ndhC) 
gene, chloroplast gene encoding chloroplast protein, 
complete cds 

19211 

65610_1.R1040 
LIB3170-085-Q1-K1-H3 

19212 

65615JL.R1040 
LIB3107-044-Q1-K1-B1 

19213 

65618JL.R1040 
LIB3139-072-P1-N1-D5 

19214 

65619JL.R1040 

LIB3107-044-Q1-K1-H1 

BLASTX 

g4056437 

252 

3.0e-28 

130 

45 

(AC005990) Strong similarity to PFAM PF_00069 Eukaryotic 
protein kinase domain. [Arabidopsis thaliana] 

19215 

65621_1.R1040 

fC-gmfl700905635al 

BLASTX 

g4102600 

973 

1.0e-105 

527 
69 

(AF0134 67) ARF6 [Arabidopsis thaliana] 
19216 

65621_2.R1040 
jC-gmst02400025g03al 
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Method 


BLASTX 


JML-Ol bl 


g<± iUi ouu 


BLAST score 


294 


E value 


4.0e-42 


Match length 


124 


% identity 


81 


NCBI Description 


(AF013467) ARF6 [Arabidopsis thaliana] 


Seq. No. 


19217 


Contig ID 


65625 1.R1040 


5 1 -most EST 


LIB3170-076-Q1-J1-B5 


Method 


BLASTX 


T<T(T3T HT 

NUrsi vjI 




BLAST score 


157 


E value 


8.0e-21 


Match length 


101 


% identity 


55 


NCBI Description 


(AF051562) putative transposase [Arabidops 


Seq. No. 


19218 


Contig ID 


65629 1.R1040 


5 1 -most EST 


LIB3107-044-Q1-K1-H9 


Seq. No. 


19219 


Contig ID 


65631 1.R1040 


5 T -most EST 


zsg701129542.hl 


Method 


BLASTX 


NCBI GI 


golzol92 


BLAST score 


157 


E value 


2.0e-10 


Match length 


160 


% identity 


31 


NCBI Description 


(AC004521) axi 1-like protein [Arabidopsis 


Seq. No. 


19220 


Contig ID 


65633 1.R1040 


5 T -most EST 


sat701012026.hl 


Seq. No. 


19221 


Contig ID 


65640 1.R1040 


5' -mo st EST 


LIB3107-048-Q1-K1-B9 


Method 


BLASTX 




g^ bits bo b 


BLAST score 


208 


E value 


4.0e-34 


Match length 


94 


% identity 


ol 


NCBI Description 


(AC002510) hypothetical protein [Arabidops 


Seq. No. 


19222 


Contig ID 


65642 1.R1040 


5 f -most EST 


LIB3107-048-Q1-K1-C11 


Seq. No. 


19223 


Contig ID 


65644 1.R1040 


5 '-most EST 


LIB3107-048-Q1-K1-C9 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



19224 

65645__1.R1040 
LIB3107-048-Q1-K1-D11 

19225 

65645_2.R1040 
fde700873943.hl 

19226 

65649_1.R1040 

hrw701062991.hl 

BLASTX 

gl360088 

350 

9.0e-33 

76 

7 8 

(X97947) Zn finger protein [Nicotiana tabacum] 
19227 

65649_2.R1040 
uxk700670518.hl 

19228 

65653_1.R1040 
LIB3107-048-Q1-K1-G12 

19229 

65670JL.R1040 
sat701009911.h2 

19230 

65670_2.R1040 
hrw701059779.hl 

19231 

65679_1.R1040 
LIB3107-050-Q1-K1-B4 

19232 

65686JL.R1040 
LIB3107-050-Q1-K1-C3 

19233 

65686_2.R1040 
uxk700669560.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19234 

65697J..R1040 
LIB3109-036-Q1-K1-C8 

BLASTX 

g4538993 

608 

6.0e-63 

213 

52 

(AL049481) putative host response protein [Arabidopsxs 
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thaliana] 



Seq. No. 


19235 


Contig ID 


65693 1.R1040 


5 '-most EST 


bth700844561.hl 


Seq. No. 


19236 


Contig ID 


65703 1.R1040 


5 1 -most EST 


LIB3107-050-Q1-K1-E12 


Seq. No. 


19237 


Contig ID 


65709_1.R1040 


5 -most EST 


LIB310 /-ObLJ-Ql-Kl-Eo 


Method 


BLASTX 


NCBI GI 


g3645899 


BLAST score 


162 


E value 


4.0e-ll 


Match length 


100 


% identity 


54 


NCBI Description 


(U68408) 5' end not determined experimentally 


Seq. No. 


19238 


Contig ID 


65710_1.R1G40 


5 1 -most EST 


LIB3107-050-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3947735 


BLAST score 


220 


E value 


6.0e-18 


Match length 


66 


% identity 


58 


NCBI Description 


(AJ009720) NL27 [Solanum tuberosum] 


Seq. No. 


19239 


Contig ID 


65731_l-Rl040 


5 1 -most EST 


uC-gmropic059cl0bl 


Method 


BLASTX 


NCBI GI 


g2598575 


BLAST score 


426 


E value 


6. Oe-42 


Match length 


120 


% identity 


68 


NCBI Description 


(Y15293) MtN21 [Medicago truncatula] 


Seq. No. 


19240 


Contig ID 


65736 1.R1040 


5' -most EST 


jC-gmro029l0040d07al 


Seq. No. 


19241 


Contig ID 


65746 1.R1040 


5 1 -most EST 


uC-gmflminsoy042d04bl 


Seq. No. 


19242 


Contig ID 


65746 2.R1040 


5 1 -most EST 


LIB3109-033-Q1-K1-H8 


Seq. No. 


19243 


Contig ID 


65750J..R1040 
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5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmfl02220082a09al 

BLASTX 

g4455323 

419 

3.0e-41 

146 

62 

(AL035525) 
thaliana] 



aminopeptidase-like protein [Arabidopsis 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5' -most EST 

Seq, No. 
Contig ID 
5 1 -most EST 



19244 

65770JL.R1040 

vwf700676478.hl 

BLASTX 

g3746594 

323 

5.0e-30 

124 

50 

(AF064611) RNA polymerase II subunit 2 
19245 

65775_1.R1040 
gsv701051369.hl 

19246 

65775^2. R1040 
leu701152273.hl 



[Periploca graeca] 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No, 
Contig ID 



19247 

65775_3. R1040 

uC-gmropicO 0 8 cO 8bl 

BLASTN 

g3097320 

66 

2.0e-28 

250 

82 

Glycine max gene for Bd 30K, complete cds 
19248 

65790JL.R1040 

LIB3107-056-Q1-K1-A9 

BLASTN 

gl9504 

43 

6.Qe-15 

79 

90 

L.polyphyllus pPLZ25 mRNA 
19249 

65809JL.R1040 
uC-gmropic016d02bl 

19250 

65812 1.R1040 
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5' -most EST 


LIB3107-056-Q1-K1-D6 


Seq. No. 


19251 


Contig ID 


65816J..R1040 


5' -most EST 


uC-gmropic066b07bl 


Method 


BLASTX 




gzoft vj i *± 


BLAST score 


331 


E value 


2.0e-30 


Match length 


120 


% identity 


c c 


NCBI Description 


(AB006599) ZPT2-12 [Petunia x hybrida] 


Seq. No. 


19252 


Contig ID 


65831 1.R1040 


5' -most EST 


LIB3107-059-Q1-K1-B4 


Seq. No. 


19253 


Contig ID 


65833 1.R1040 


5 '-most EST 


crh700850076.hl 


Method 


BLASTX 


NCBI GI 


g2961377 


BLAST score 


ACQ 

4oo 


E value 


7.0e-46 


Match length 


105 


% identity 


86 


NCBI Description 


(AL022141) putative receptor protein kinase [Arabidop 




thaliana] 


Seq. No. 


19254 


Contig ID 


65835 1.R1G40 


5* -most EST 


pmv700891850.hl 


Method 


BLASTX 


NCBI GI 


g3335378 


BLAbi score 


A A <Z 

44 0 


E value 


1.0e-77 


Match length 


266 


% identity 


62 


NCBI Description 


(AC003028) Myb-related transcription activator [Arabi 




thaliana] 


Seq. No. 


19255 


Contig ID 


65848 1.R1040 


5 '-most EST 


2sg701120287.hl 


Method 


BLASTX 


NCBI GI 


g4262148 


dLiAoi score 


n o O 


E value 


2.0e»89 


Match length 


232 


% identity 


68 


NCBI Description 


(AC005275) predicted protein of unknown function 




[Arabidopsis thaliana] 


Seq. No. 


19256 


Contig ID 


65852 1.R1040 


5 '-most EST 


2hf700961696.hl 


Method 


BLASTX 



3119 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g629561 
863 

8.0e-93 

280 

59 

SRG1 protein - Arabidopsis thaliana 

>gi_47 9047_emb_CAA55654_ (X79052) SRG1 [Arabidopsis 
thaliana] 



Seq. No, 
Contig ID 
5' -most EST 



19257 

65855J..R1040 
LIB3107-059-Q1-K1-E5 



Seq. No. 
Contig ID 
5' -most EST 



19258 

65858J..R1040 
LIB3107-059-Q1-K1-H5 



Seq. ,No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19259 

65862JL.R1040 

LIB3107-059-Q1-K1-F4 

BLASTX 

g3152605 

271 

1.0e-23 

86 

63 

(AC004482) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



19260 

65880JL.R1040 
LIB3107-063-Q1-K1-G4 



Seq. No. 

Contig ID 
5 f -most EST 



19261 

65883JL.R1G40 
jC-gmfl02220052e06dl 



Seq. No. 
Contig ID 
5' -most EST 



19262 

65885JL.R1040 
LIB3109-037-Q1-K1-F1 



Seq. No. 

Contig ID 

5 ? ~most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19263 

65896JL.R1040 

LIB3107-064-Q1-K1-B11 

BLASTX 

gl813489 

206 

3.0e-16 

87 
54 

(U64312) amidase [Bacillus firmus] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



19264 

65914JL.R1G40 

eep700865915.hl 

BLASTX 

g2911052 

1432 



3120 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-159 

396 

72 

(AL021961) putative protein [Arabidopsis thaliana] 
19265 

65924_1.R1040 

LIB3139-051-P1-N1-B5 

BLASTX 

g3641838 

994 

1.0e-108 

268 

72 

(AL023094) 
thaliana] 



putative protein (fragment) [Arabidopsis 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
S'-most EST 
Method 
NCBI GI 



19266 

65968_1.R1040 
jC-gmle01810070fl0al 

19267 

65968_2.R1040 
LIB3107-070-Q1-K1-A2 

19268 

65993JL.R1040 

LIB3107-078-Q1-K1-C6 

BLASTN 

gl419732 

221 

1.0e-121 

326 

91 

P. sativum mitochondrial 



DNA for 18S rRNA gene 



19269 

65997_1.R1040 

LIB3107-078-Q1-K1-F6 

BLASTN 

g295119 

183 

2.0e-98 

387 
87 

Spinach chloroplast RNA polymerase (rpoB and rpoCl) genes r 
complete cds r Cys-tRNA gene and rps2 gene, partial cds 

19270 

65999_1.R1040 
LIB3107-078-Q1-K1-H5 

19271 

66000_1.R1040 

LIB3107-079-Q1-K1-A12 

BLASTN 

gl68685 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 



298 

1.0e-167 

418 
88 

Maize 22 kd (Mw=26.99 kd) zein protein 3, mRNA 
19272 

66051_1.R1040 
LIB3107-024-Q1-K1-F6 



Seq. No. 
Contig ID 
5' -most EST 



19273 

66075JL.R1040 
LIB3107-030-Q1-K1-D9 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19274 

66079JL.R1040 

LIB3107-07 9-Q1-K1-A7 

BLASTX 

g4038043 

204 

8.0e-16 

134 

32 

(AC005936) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5' -most EST 



19275 

66080JL.R1040 

LIB3107-031-Q1-K1-H11 

BLASTX 

gl001311 

194 

1.0e-14 

56 
64 

(D64006) hypothetical protein [Synechocystis sp.] 
19276 

66083_1.R1040 
LIB3170-083-Q1-K1-C4 



Seq. No. 
Contig ID 
5 '-most EST 



19277 

66105J..R1040 
LIB3107-053-Q1-K1-F7 



Seq. No. 
Contig ID 
5 T -most EST 



19278 

66108_1.R1040 
LIB3107-053-Q1-K1-G10 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



19279 

66118_1.R1040 

g5753395 

BLASTX 

g4049350 

231 

6.0e-19 
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% identity 47 t 

NCBI Description (AL034567) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19280 

66126_1.R1040 
LIB3107-055-Q1-K1-E1 

19281 

66138J..R1040 

leu701156445.hl 

BLASTX 

g4539008 

200 

1.0e-15 

107 
47 

(AL049481) lipase-like protein [Arabidopsis thaliana] 
19282 

66142_1.R1040 
LIB3107-055-Q1-K1-F9 

19283 

66148_1.R1040 
jC-gmf!02220055bl2al 

19284 

66156JL.R1040 

LIB3139-055-P1-N1-C12 

BLASTX 

gl737218 

545 

5.0e-56 

132 

67 

(U79959) vacuolar sorting receptor homolog [Arabxdopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19285 

66188J..R1040 
LIB3107-058-Q1-K1-G4 

19286 

66192JL.R1040 
zpv700761869.hl 

19287 

66214JL.R1040 

asn701135308.hl 

BLASTX 

g3874214 

265 

4.0e-23 
151 
40 

(Z83217) 
(SW:YED1 



Similarity to Yeast E1-E2 ATPase YEL031W 
YEAST); cDNA EST EMBL:D27574 comes from this gene 
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cDNA EST EMBL:D33757 comes from this gene; cDNA EST 
EMBL.-D34256 comes from this gene; cDNA EST EMBL:D3728£ 
comes from 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19288 

66215JL.R1040 

LIB3107-061-Q1-K1-E1 

BLASTX 

gl00226 

248 

9.0e-21 

112 
47 

hypothetical protein - tomato >gi_19275__ernb_CAA7 8112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 

19289 

66223J..R1040 
LIB3107-061-Q1-K1-F10 

19290 

66229JL.R1040 

LIB3107-061-Q1-K1-F5 

BLASTX 

g3293031 

418 

5.0e-41 

110 

73 

(AJ007574) amino acid carrier [Ricinus communis] 
19291 

66236JL.R1040 

LIB3139-081-P1-N1-D5 

BLASTX 

g4220534 

841 

2.0e-90 

241 
67 

(AL035356) putative protein [Arabidopsis thaliana] 
19292 

66281_1.R1040 

wvk700683104.hl 

BLASTX 

gll72761 

712 

2.0e-75 

187 

69 

ADENYLOSUCCINATE LYASE (ADENYLOSUCCINASE) (ASL) >gi_1573637 
(U32747) adenylosuccinate lyase (purB) [Haemophilus 
influenzae Rd] 
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Seq. No. 

Contig ID 
5 f ~most EST 



19293 

66286JL.R1040 
fua701043303.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19294 

66290JL.R1040 

kll701207829.hl 

BLASTX 

g3193285 

417 

1.0e-40 
134 

55 

(AF069298) T14P8.18 gene product [Arabidopsis thaliana] 
19295 

66298JL.R1040 
fC-gmst700649030gl 

19296 

66306J..R1G40 

g5509381 

BLASTX 

g4467147 

1089 

1.0e-119 

290 

73 

(AL035540) putative protein [Arabidopsis thaliana] 
19297 

66331_1.R1040 
LIB3107-067-Q1-K1-F11 

19298 

66333J..R1040 

fde700873187,hl 

BLASTX 

g3236235 

286 

2.0e-25 

95 

51 

(AC004684) unknown protein [Arabidopsis thaliana] 
>gi_4056501 (AC005896) unknown protein [Arabidopsis 
thaliana] 

19299 

66349JL.R1040 

LIB3107-067-Q1-K1-H8 

BLASTN 

gl8660 

210 

1.0e-114 

310 
92 

G.max hsp22 gene for low MW heat shock protein 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



19300 

66351JL.R1040 
LIB3107-069-Q1-K1-A1 

19301 

66365JL.R1040 

hyd700725277.hl 

BLASTX 

g2914703 

619 

3.0e-64 
278 

UVC003974) unknown protein [Arabidopsis thaliana] 
19302 

66371__1.R1040 
rlr700898640.hl 

19303 

66379_1.R1040 
uC-gmflminsoy027e07bl 

BLASTX 

g!929056 

222 

2.0e-18 

58 
79 

(Y12090) putative 3, 4-dihydroxy-2-butanone kinase 
[Lycopersicon esculentum] 

19304 

66387_1.R1040 
LIB3107-071-Q1-K1-A1 

19305 

66392JL.R1040 
LIB3107-071-Q1-K1-B1 

19306 

66396_1.R1040 
LIB3107-071-Q1-K1-B3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19307 

66404JL.R1040 

jC-gmst02400059h02al 

BLASTX 

g3062806 

424 

8.0e-42 
120 

m86198) dolichol-phosphate-mannose synthase [Homo sapiens] 
>gi_4503363_ref_NP_003850 . 1 jpDPMl_ UNKNOWN 



Seq. No. 



19308 



3126 



# 



Contig ID 


66406 1.R1040 


5' -most EST 


LIB3107-071-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3892050 


BLAST score 


349 


E value 


1.0e-32 


Match length 


118 


% identity 


63 


NCBI Description 


(AC002330) hypothetical prot 


Seq. No. 


19309 


Contig ID 


66410 1.R1040 


5' -most EST 


LIB3107-072-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g464900 


BLAST score 


298 


E value 


7.0e-27 


Match length 


169 


% identity 


37 


NCBI Description 


PUTATIVE KINASE-LIKE PROTEIN 



KL1 PRECURSOR 

>gi_539008_pir S39476 kinase-like transmembrane protein 

TMKL1 precursor - Arabidopsis thaliana 
>gi_313190_emb_CAA51385_ (X72863) TMKL1 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19310 

66442J..R1040 

uC-gmropi cl 1 0al2bl 

BLASTN 

g2062705 

36 

1.0e-10 

36 
38 

Human butyrophilin (BTF5) 



mRNA, complete cds 



Seq. No. 
Contig ID 
5' -most EST 



19311 

66442_2.R1040 
g5058028 



Seq. No. 

Contig ID 
5' -most EST 



19312 

66443JL.R1040 
LIB3107-074-Q1-K1-A5 



Seq. No. 

Contig ID 
5 '-most EST 



19313 

66453_1.R1040 
zsg701126084.hl 



Seq. No. 
Contig ID 
5* -most EST 



19314 

66467_1.R1040 
asn701136004.hl 



Seq. No. 
Contig ID 
5' -most EST 



19315 

66484_1.R1040 
LIB3107-075-Q1-K1-D9 



Seq. No. 



19316 



3127 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66491J..R1040 

uC-gmflminsoy098gllbl 

BLASTX 

g2341042 

313 

8.0e-29 

89 

70 

(AC000104) F19P19.26 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 1 -most EST 



19317 

66500_JL.R1040 
LIB3107-075-Q1-K1-F9 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19318 

66501_1.R1040 

sat701006236.h2 

BLASTX 

g2887500 

441 

1.0e-43 

107 

82 

(AC002339) putative AP2 domain-containing protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



19319 

66513JL. R1040 
LIB3107-07 6-Q1-K1-A1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19320 

66525_1.R1040 

LIB3109-037-Q1-K1-H10 

BLASTX 

g2275199 

520 

7.0e-53 

188 

65 

(AC002337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19321 

66531JL.R1040 

smc700747426.hl 

BLASTX 

g3980413 

752 

9.0e-80 

166 

22 

(AC004561) pumilio-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



19322 

66531_3.R1040 
fC-gmst700891365d3 



Seq. No. 



19323 



3128 



Contig ID 


66531 4.R1040 




5 '-most EST 


sat701009683.hl 




Method 


BLASTX 






g3980417 




BLAST score 


279 




E value 


1.0e-24 




Match length 


99 




■s identity 


51 




NCBI Description 


(AC004561) pumilio-like protein [Arabidops: 


Seq, No. 


19324 




Lontig lu 


OoOoz 1.K1U4U 




5' -most EST 


LIB3109-028-Q1-K1-B8 




Seq, No. 


19325 




Contig ID 


66540_l . R1040 




5" -most EST 


LIB3107-077-Q1-K1-E5 




Seq, No. 


19326 




Contig ID 


66543_l.Rl040 




5 '-most EST 


fua70l040634 .hi 




Seq. No. 


19327 




Contig ID 


66546 1.R1040 




5 '-most EST 


LIB3107-077-Q1-K1-F12 




Seq, No. 


19328 




Contig ID 


66550_1 .R1040 




5 '-most EST 


LIB3107-077-Q1-K1-G2 




Seq. No. 


19329 




Contig ID 


66557_1 .R1040 




5 '-most EST 


zzp700829641.hl 




Seq. No. 


19330 




Contig ID 


66575_1 .R1040 




5' -most EST 


LIB3107-079-Q1-K1-C12 




Method 


BLASTX 




NCBI GI 


g2462741 




HiiAbi score 


249 




E value 


3 . Oe-21 




Match length 


56 




% identity 


79 


auxin-induced 


NCBI Description 


(AC002292) Highly similar to 




(aldo/keto reductase family) 


[Arabidopsis 


Seq. No. 


19331 




Contig ID 


66578 1.R1040 




5' -most EST 


jC-gmst02400074d07al 




Method 


BLASTX 




NCBI GI 


g4521249 




BLAST score 


526 




E value 


2.0e-53 




Match length 


135 




% identity 


76 




NCBI Description 


(AB013912) DNA helicase [Mus 


musculus] 



3129 



Seq. No. 


19332 


Contig ID 


66579 1.R1040 


S'-most EST 


iC-amst02400055b01dl 




X U ~J ~J 


Pont" i rr T D 


66592 1 R1040 


•J 1IAU o L. J-iO X 


dnv7 OTl 0? 7 5 0 hi 






Pontic? ID 

VyWllL.Xy XL/ 


66612 1 R1040 

\J V V/ X X * ivX v/ \J 




ijxd j x u / uou x rvx uo 


Method 


BLASTX 


NCBI GI 


g4102600 






IT Tra 1 no 
JCj value 




Match length 


142 


% identity 


55 




/ AF01 ^4 fi7^ ARF6 r Arabi Honsi s thai nana! 


Seq. No. 


19335 


Contig ID 


66615 1.R1040 




iilDJlU ^ \JO\J ^X I\X exx 








£££9 £ 1 pi flyin 
OOuiO x»rv±U i ±U 




JjXDJIU / \J 0\J Si- L LVX O i 


beq. wo. 






6K69S 1 R1 040 




nP — rrm-f 1 mi n <5r>w0ft Oh 0 


Method 


BLASTX 


NCBI GI 


g3252866 


.oixrt.o i score 


A A Cl 
^ U 


E value 


/ * U6 4j 


i v iaxcn xengun 


1 JO 


% identity 


CO 


lnodx uescivxp l ion 


^fixUoJ3oCJ; pUtaLlVc Z1HC tIdnspOlI.cC l_ilx7a.JkJivJLCjpol5 


oeq. r*o . 




Pont" 7 rr TD 


6fifi9Q 1 R1 040 


«J 1UU D L. Hi O X 


T,TR^l7T7-0fin-O1 -K1 -R7 
iiiojiu / vov ^x ri x n i 


171 G L.J.J.VJIX 


Xjxjrt.0 X A 


Taper nj 


rr^7fi^Q1 7 

go / djji / 


BLAST score 


1049 


E value 


1.0e-114 




971 


S- "lrl£ST"l"l - l'l _1 S7 

o XVXfciIll,X 


7 ^ 




^f\^U U *± fr 0 U J Iiypu LUc tlLal prOLclII LfilawiaupblD LllaXX 




/irqi/iqq /t-k Tianooi i &r*nri£99/i ^ / undnziOOA \ 




IiypO LI L-Ct-L piULCXXl |_nl QJJXUUpaXO UJ.iGXX.GJ.lCiJ 


Seq. No. 


19339 


Contig ID 


66630 1.R1040 


5' -most EST 


LIB3107-080-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3250693 


BLAST score 


286 



3130 



# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-25 

98 
51 

(AL024486) lectin like protein [Arabidopsis thalxana] 
19340 

66636_1.R1040 
LIB3170-079-Q1-J1-E9 

19341 

66643_1.R1040 

LIB3107-082-Q1-K1-G3 

BLASTX 

g3876103 

418 

7.0e-41 

207 

48 

(Z54271) similar to phosphoacetylglucosamine mutase; cDNA 
EST EMBL:Z14 378 comes from this gene; cDNA EST EMBL:D3297 9 
comes from this gene; cDNA EST EMBL:D35696 comes from this 
gene; cDNA EST yk254cll.3 comes from this gene; cDN 

19342 

66644_1.R1040 
LIB3107-082-Q1-K1-G5 

19343 

66648_1.R1040 

leu701156734.hl 

BLASTX 

g2500963 

150 

2.0e-09 

94 

39 

ALANYL-TRNA SYNTHETASE (ALANINE— TRNA LIGASE) (ALARS) 

>gi 2118343_pir D64370 alanine— tRNA ligase (EC 6.1.1.7) - 

Methanococcus jannaschii >gi_1591270 (U67505) alanyl-tRNA 
synthetase (alaS) [Methanococcus jannaschii] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



19344 

66654_1.R1040 

jC-gmfl02220057g03al 

BLASTX 

g4432823 

457 

7.0e-45 
303 

(AC006593) hypothetical protein [Arabidopsis thalxana] 
19345 

66654_2.R1040 
uC-gmropic006g03bl 



Seq. No. 



19346 



3131 



# 



Contig ID 


66663 1.R1040 


5 1 -most EST 


gsv701046674.hl 


Seq. No. 


19347 


Contig ID 


66679 1.R1040 


5* -most EST 


LIB3170-037-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g4165089 


oijiioi score 


lOO 


E value 


5.0e-14 


Match length 


119 


% identity 


36 


nudi Description 


vArUo4 4ouj viiiiiisnis oeuren syna. 




homolog [Mus mus cuius] 


Seq. No. 


19348 


Contig ID 


66685 1.R1040 


5 T -most EST 


LIB3170-081-Q1-K1-A10 


Seq. No. 


19349 


Contig ID 


66688 1.R1040 


5 1 -most EST 


LIB3107-038-Q1-K1-E10 


Method 


BLASTX 


JNv^DX bl 


go / / yuzo 


BLAST score 


120 


E value 


5.0e-12 


Match length 


70 


% identity 


45 


NCBI Description 


(AC005171) putative retrotransp< 


Seq. No. 


19350 


Contig ID 


66694 1.R1040 


5 f -most EST 


LIB3107-039-Q1-K1-B4 


Seq. No. 


19351 


Contig ID 


66696 1.R1040 


5 '-most EST 


LIB3139-063-P1-N1-D10 


Method 


BLASTX 


NCBI GI 


g3892059 


dLiAoi score 


Zoo 


E value 


5.0e-19 


Match length 


121 


% identity 


48 


NCBI Description 


(AC002330) predicted protein of 




[Arabidopsis thaliana] 


Seq. No. 


19352 


Contig ID 


66699 1.R1040 


S'-most EST 


LIB3170-085-Q1-K1-A1 


Seq. No. 


19353 


Contig ID 


66705 1.R1040 


5 '-most EST 


LIB3109-030-Q1-K1-G12 


Seq. No. 


19354 


Contig ID 


66711 1.R1040 


5 T -most EST 


LIB3107-012-Q1-K1-C11 



3132 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



19355 

66724JL.R1040 

LIB3107-015-Q1-K1-A8 

BLASTX 

g2494076 

556 

3.0e-57 

123 

85 

NADP-DEPENDENT GLYCERALDEHYDE- 3 -PHOSPHATE DEHYDROGENASE 
( NON- PHOS PHORYLAT ING GLYCERALDEHYDE 3-PHOSPHATE 
DEHYDROGENASE) (GLYCERALDEHYDE- 3 -PHOSPHATE DEHYDROGENASE 
(NADP+) ) (TRIOSEPHOSPHATE DEHYDROGENASE) >gi_1842115 
(U8784 8) non-phosphorylating glyceraldehyde dehydrogenase 
[Nicotiana plumbaginif olia] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19356 

66735_1.R1040 

uC-gmropic054a05bl 

BLASTX 

g4454480 

260 

3.0e-22 

73 

62 

(AC006234) putative (1-4) -beta-mannan endohydrolase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19357 

66741_1.R1040 

LIB3107-052-Q1-K1-F5 

BLASTX 

g4049401 

352 

2.0e-33 

91 

69 

(AJ131580) 
thaliana] 



glutathione transferase AtGST 10 [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19358 

66742JL.R1040 

LIB3107-052-Q1-K1-F7 

BLASTN 

g4206101 

269 

1.0e-150 

365 
93 

Glycine max retroelement diaspora gag-pol polyprotein 
(gag-pol) pseudogene, partial sequence 



Seq. No. 
Contig ID 
5' -most EST 



19359 

66744JL.R1040 
LIB3107-052-Q1-K1-F9 



3133 



€1 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19360 

66746_1.R1040 
LIB3107-052-Q1-K1-G10 

19361 

66751JL.R1040 
pmv700893648.hl 

19362 

66760__1.R1040 

LIB3138-051-Q1-N1-B4 

BLASTX 

g2245144 

351 

3.0e-33 
90 

(Y10846) O-acetylserine (thiol) lyase [Brassica ]unceaj 
19363 

66792JL.R1040 

leu701152962.hl 

BLASTX 

g2832241 

340 

9.0e-32 

176 

51 

(AF030864) nonphototropic hypocotyl 1 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



19364 

66794_1.R1040 
LIB3107-056-Q1-K1-F4 

19365 

66808_1.R1040 
LIB3107-057-Q1-K1-A11 

19366 

66819_1.R1040 

wvk700684113.hl 

BLASTN 

g3687388 

185 

1.0e-99 

473 

85 

Lycopersicon esculentum mRNA for putative cullin protein 
19367 

66856JL.R1040 
LIB3109-016-Q1-K3-A7 

19368 

66885_1.R1040 
xpa700795209.hl 



3134 



Seq. No. 19369 

Contig ID 66900J. .R1040 

5' -most EST zsg70111804 6 .h2 

Method BLASTX 

NCBI GI g2497281 

BLAST score 274 

E value 1.0e-23 

Match length 111 

% identity 48 

NCBI Description TRANSLATION INITIATION FACTOR IF-2 

>gi_1651769_dbj_BAA16696_ (D90900) initiation factor IF- 

[Synechocystis sp.] 

Seq. No. 19370 

Contig ID 66900_2 . R1040 

5' -most EST LIB3167-010-P1-K1-A8 

Seq. No. 19371 

Contig ID 66913JL .R1040 

5' -most EST pxt700943888 . hi 

Seq. No. 19372 

Contig ID 66921JL .R1040 

5 1 -most EST jC-gmro02800033d07dl 

Method BLASTX 

NCBI GI g532703 

BLAST score 182 

E value 2.0e-13 

Match length 43 

% identity 70 

NCBI Description (U13180) unknown [Glycine max] 

Seq. No. 19373 

Contig ID 66922JL . R1040 

5' -most EST zsg701124560 . hi 

Method BLASTX 

NCBI GI g2245030 

BLAST score 265 

E value 7.0e-28 

Match length 78 

% identity 78 

NCBI Description (Z97341) apetala2 domain TINY homolog [Arabidopsxs 
thaliana] 

Seq. No. 19374 

Contig ID 66923_1 . R1040 

5" -most EST awf 700837201 . hi 

Method BLASTX 

NCBI GI g3822225 

BLAST score 343 

E value 2.0e-31 

Match length 170 

% identity 42 

NCBI Description (AF07 9183) RING-H2 finger protein RHGla [Arabrdopsrs 
thaliana] 



3135 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19375 

66927_1.R1040 
LIB3107-070-Q1-K1-B1 

19376 

66932JL.R1040 

ssr700560161.hl 

BLASTX 

gl946371 

282 

1.0e-24 

124 

50 

(U93215) regulatory protein Viviparous-1 isolog 
[Arabidopsis thaliana] 

19377 

66939_1.R1040 
LIB3107-070-Q1-K1-C6 

19378 

66954_1.R1040 

LIB3107-070-Q1-K1-E12 

BLASTX 

g3024708 

117 

2.0e-13 

69 

62 

TRANSCRIPTION INITIATION FACTOR TFIID 20/15 KD SUBUNITS 
(TAFII-20/TAFII-15) (TAFII20/TAFII15) 

>gi 2135937 pir JC4676 PolII transcription factor TFTIID 

chain TAFII20 - human >gi_7 91055_emb_CAA58826_ (X84002) 
PolII transcription factor TFTIID [Homo sapiens] 
>gi_1345404_dbj_BAA09112_ (D50544) TFIID subunit p22 [Homo 
sapiens] >gi_1373377 (U57693) TAF20 [Homo sapiens] 



Seq. No. 


19379 


Contig ID 


66964 1.R1040 


5' -most EST 


taw700656837.hl 


Method 


BLASTX 


NCBI GI 


gl70131 


BLAST score 


244 


E value 


1.0e-20 


Match length 


57 


% identity 


77 


NCBI Description 


(M55322) ribosomal 


Seq. No. 


19380 


Contig ID 


66966 1.R1040 


5 '-most EST 


LIB3107-070-Q1-K1- 


Method 


BLASTX 


NCBI GI 


g3193324 


BLAST score 


274 


E value 


4.0e-24 


Match length 


100 


% identity 


42 



3136 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



(AF069299) contains similarity to WD domains, G-beta 
repeats (Pfam: G-beta. hmm f score: 22.80 and 35.84) 
[Arabidopsis thaliana] 

19381 

66973_1.R1040 

LIB3107-080-Q1-K1-F5 

BLASTN 

g516853 

83 

2.0e-38 

323 
60 

Soybean SUBI-2 gene for ubiquitin, complete cds 
19382 

66975JL.R1040 

k!1701204247.h2 

BLASTX 

g2864610 

252 

3.0e-21 

108 

46 

(AL021811) putative protein [Arabidopsis thaliana] 
>gi_4049336_emb_CAA22561_ (AL034567) putative protein 
[Arabidopsis thaliana] 

19383 

66997_1.R1040 

LIB3109-016-Q1-K2-H5 

BLASTX 

g3386596 

594 

1.0e-61 

136 

78 

(AC004 665) unknown protein [Arabidopsis thaliana] 
>gi_3702346 (AC005397) unknown protein [Arabidopsis 
thaliana] 

19384 

66997_2.R1040 

hyd700725113.hl 

BLASTX 

g3386596 

160 

2.0e-ll 

33 

88 

(AC004665) unknown protein [Arabidopsis thaliana] 
>gi_370234 6 (AC005397) unknown protein [Arabidopsis 
thaliana] 

19385 

66998__1.R1040 
g5677602 



3137 



Seq, No. 


19386 


Contig ID 


66999 1.R1040 


5' -most EST 


LIB3109-016-Q1-K3-H8 


Method 


BLASTX 






BLAST score 


162 


E value 


4.0e-ll 


Match length 


105 


% identity 


35 


NCBI Description 


(AC006200) putative membrane transporter [Arabidopsis 




thaliana] 


Seq. No. 


19387 


Contig ID 


67017 1.R1040 


5 T -most EST 


LIB3109-016-Q1-K3-C7 




RT HQ TV 


NCBI GI 


g4325342 


BLAST score 


354 


E value 


2.0e-33 


Match length 


QQ 


% identity 


12 


NCBI Description 


(AF128393) No definition line found [Arabidopsis thaliana 


Seq. No. 


±3ooo 


Contig ID 


67031 1.R1040 


5 T -most EST 


LIB3109-016-Q1-K1-F7 


Seq. No. 


i noon 

1938 9 


Contig ID 


67032 1.R1040 


5 '-most EST 


bth700845995.hl 


Seq. No. 


19390 


Contig ID 


67034 1.R1040 


5' -most EST 


LIB3109-016-Q1-K3-G3 


Seq. No. 


19391 


Contig ID 


67040 1.R1040 


5' -most EST 


LIB3109-016-Q1-K1-H3 


wr^4- Vi s*\ 
lYietnou. 


Oiji-iO 1 A 


NCBI GI 


g3702327 


BLAST score 


169 


E value 


5.0e-12 


Match length 


J / 


% identity 


84 


NCBI Description 


(AC005397) unknown protein [Arabidopsis thaliana] 


Seq. No. 


lyjyz 


Contig ID 


67049 1.R1040 


S'-most EST 


LIB3109-017-Q1-K2-B7 


Seq. No. 


19393 


Contig ID 


67051 1.R1040 


5 T -most EST 


LIB3109-017-Q1-K1-B7 


Seq. No. 


19394 


Contig ID 


67055_1.R1040 



3138 



5' -most EST 


jC-gmle01810002dlldl 


Seq. No. 


19395 


Contia ID 


67061 1.R1040 


5 1 -most EST 


LIB3109-021-Q1-K2-D3 


Seq. No. 


19396 


Contig ID 


67064 1.R1040 


5' -most EST 


bth700845189.hl 


Method 


BLASTX 


NCBI GI 


g2914703 


BLAST score 


604 


E value 


1.0e-62 


Match length 


178 


% identity 


47 


NCBI Description 


(AC003974) unknown p 


Seq. No. 


19397 


Contig ID 


67068 1.R1040 


5' -most EST 


jC-gmst0240007 4c03al 


Method 


BLASTX 


NCBI GI 


g2511715 


BLAST score 


399 


E value 


7.0e-39 


Match length 


105 


% identity 


76 


NCBI Description 


(AF019380) putative 



5-kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19398 

67068_2.R1040 

LIB3109-021-Q1-K2-E11 

BLASTX 

g2511715 

416 

8.0e-41 

104 

73 

(AF019380) putative phosphatidylinositol-4-phosphate 
5-kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



19399 

67071_1.R1040 
LIB3109-021-Q1-K2-E5 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19400 

67072_1.R1040 

LIB3167-050-P1-K1-A9 

BLASTX 

g3093294 

363 

1.0e-34 

156 
57 

(Y12782) putative villin [Arabidopsis thaliana] 



Seq. No. 



19401 



3139 



Contig ID 67087JL . R1040 

5' -most EST LIB3109-021-Q1-K1-F9 




Seq. No. 19402 

Contig ID 67088_1 . R1040 

5 1 -most EST pcp700993734 .hi 

Seq. No. 19403 

Contig ID 67089JL .R1040 

5' -most EST LIB3109-021-Q1-K1-G10 



Seq. No. 19404 

Contig ID 67093_1.R1040 

5 '-most EST jC-gmro02910038g09al 

Method BLASTX 

NCBI GI g2088650 

BLAST score 306 

E value 7.0e-28 

Match length 103 

% identity 37 

NCBI Description (AF002109) peroxisomal ATP/ADP carrier protein x 
[Arabidopsis thaliana] 



Seq. No. 19405 

Contig ID 67097_1.R1040 

5' -most EST LIB3109-021-Q1-K1-H10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19406 

67134_1.R1040 

LIB3109-041-Q1-K1-H3 

BLASTX 

g2738752 

522 

2.0e-56 

152 

72 

(AF016306) sulfate permease [Zea mays] 



19407 

67136_1.R1040 

uC-gmf lminsoy07 If 12b2 

BLASTN 

g549972 

54 

2.0e-21 

122 

86 

Arabidopsis thaliana Col-0 
mRNA, complete cds 



casein kinase I-like protein 



Seq. No. 19408 

Contig ID 67138_1 . R1040 

5 f -most EST leu701156502 .hi 



Seq. No. 19409 

Contig ID 67156_1 . R1040 

5' -most EST vzy700755014 .hi 
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# 



Seq. No. 19410 

Contig ID 67166_1 .R1040 

5' -most EST uC-gmropic074e09bl 

Method BLASTX 

NCBI GI g3482918 

BLAST score 682 

E value 6.0e-72 

Match length 151 

NCBi e Desc^iption (AC003970) Similar to ATP-citrate-lyase [Arabidopsi 
thaliana] 



Seq. No. 19411 

Contig ID 67172_1 . R1040 

5 T -most EST LIB3109-010-Q1-K1-H7 

Seq. No. 19412 

Contig ID 67172_2 . R1040 

5 T -most EST kmv700737936.hl 

Seq. No. 19413 

Contig ID 67182_1 . R1040 

5 '-most EST LIB3109-001-Q1-K2-C12 



Seq. No. 19414 

Contig ID 67187_1.R1040 

5 '-most EST LIB3170-070-Q1-K2-F3 

Method BLASTX 

NCBI GI g4115377 

BLAST score 242 

E value 3.0e-30 

Match length 116 

% identity 63 t t , 

NCBI Description (AC005967) unknown protein [Arabidopsis thali 



Seq. No. 19415 

Contig ID 67190JL .R1040 

5' -most EST LIB3109-001-Q1-K2-D5 

Seq. No. 19416 

Contig ID 67193_1 . R1040 

5' -most EST LIB3109-001-Q1-K2-E11 



Seq. No. 19417 

Contig ID 67203_1 . R1040 

5 '-most EST LIB3109-001-Q1-K2-G6 

Method BLASTX 

NCBI GI g3928095 

BLAST score 4 07 

E value 7.0e-40 

Match length 108 

% identity 75 

NCBI Description (AC005770) putative protein kinase [Arabidopsis 



Seq. No. 19418 

Contig ID 67210_1 .R1040 



3141 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq, No. 



LIB3109-001-Q1-K4-H6 

BLASTX 

gl742959 

222 

4.0e-18 

71 
63 

(Z71450) CLC-d chloride channel protein [Arabidopsis 
thaliana] 



19419 

67212_1.R1040 
asn701140763.hl 

19420 

67220_1.R1040 

jC-gmfl02220088a09al 

BLASTX 

g3281861 

430 

3.0e-42 

100 

78 

(AL031004) putative protein 



[Arabidopsis thaliana] 



19421 

67220_2.R1040 

uaw700661045.hl 

BLASTX 

g3281861 

644 

1.0e-67 

139 

81 

(AL031004) putative protein [Arabidopsis thaliana] 
19422 

67230_1.R1040 
LIB3109-002-Q1-K3-B9 

19423 

67232_1.R1Q40 

uC-gmflminsoy023al0bl 

BLASTX 

g2622714 

289 

2.0e-29 

137 

47 

(AE000918) phosphonopyruvate decarboxylase 
[Methanobacterium thermoautotrophicum] 

19424 

67232_2.R1040 
LIB3109-002-Q1-K3-C11 

19425 
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Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



67233JL.R1040 
LIB3109-002-Q1-K1-C12 

19426 

67235_1.R1040 

uC-giriromins oy 0 5 8 dO 6b 1 

BLASTX 

g3004555 

291 

7.0e-26 
163 
5 

(AC003673) 
thaliana] 



similar to salt inducible protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19427 

67237_1.R1040 

LIB3109-002-Q1-K2-C5 

BLASTX 

gl263160 

190 

2.0e-14 
88 
9 

(X89226) 
sativa] 



leucine-rich repeat/receptor protein kinase [Oryza 



Seq. No. 
Contig ID 
5 '-most EST 



19428 

67240_1.R1040 

LIB3109-002-Q1-K2-C8 

BLASTX 

g4539452 

550 

1.0e-56 

138 
67 

(AL04 9500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

19429 

67241_1.R1040 

dpv701102705.hl 

BLASTX 

gl731181 

154 

4.0e-10 

45 
62 

HYPOTHETICAL 75.5 KD PROTEIN C14A4.3 IN CHROMOSOME II 
>gi_3874230_emb_CAA90107_ (Z49909) weak similarity with a 
B. Flavum translocation protein (Swiss Prot accession 
number P38376) ; cDNA EST yk220el0.5 comes from this gene 
[Caenorhabditis elegans] 

19430 

67249_1.R1040 
LIB3139-020-P1-N1-C7 
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# 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19431 

67254_1.R1040 
hyd700728812.hl 

19432 

67269JL.R1040 
epx701108529.hl 

19433 

67273_1.R1040 

gsv701045803.hl 

BLASTX 

g416758 

1140 

1.0e-125 

303 

69 

SERINE CARBOXYPEPTIDASE PRECURSOR >gi_166674 (M81130) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] _ 

>gi_445120_prf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] 

19434 

67289JL.R1040 

LIB3109-002-Q1-K2-G2 

BLASTX 

g3522956 

401 

2.0e-46 

132 

69 

(AC004411) putative pectinacetylesterase precursor 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 r -most EST 
Method 
NCBI GI 
BLAST score 
E value 



19435 

67299JL.R1040 

vzy700752637.hl 

BLASTX 

g2252843 

189 

9.0e-14 

269 

37 

(AF013293) No definition line 
19436 

67302_1.R1040 
LIB3109-002-Q1-K3-H7 

19437 

67307_1.R1040 

LIB3109-04 4-Q1-K1-D8 

BLASTX 

g4454042 

279 

1.0e-24 



found [Arabidopsis thaliana] 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



129 
43 

(AL035394) 



putative protein [Arabidopsis thaliana] 



19438 

67307_2.R1040 
uC-gmr opicl 1 6gl lb 1 

19439 

67310_1.R1040 
zhf700955273.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



19440 

67314JL.R1040 
LIB3170-071-Q1-K1-A1 

19441 

67317_1.R1040 

LIB3170-056-Q1-K1-E9 

BLASTX 

g3308971 

213 

3.0e-20 

181 

33 

(AB002111) peroxisome assembly factor-3 (PAF-3) 
norvegicus] 



[Rattus 



19442 

67345JL.R1040 

LIB3109-003-Q1-K1-C1 

BLASTX 

gl346769 

268 

9.0e-24 

96 

57 

PROLYL ENDOPEPTIDASE { POST-PROLINE CLEAVING ENZYME) (PE) 
>gi_558596_emb_CAA52605_ (X74496) prolyl oligopeptidase 

[Homo sapiens] >gi_1585155_prf 2124300A Pro oligopeptidas 

[Homo sapiens] >gi_4506043_ref_NP_002717 . l_pPREP_ prolyl 
endopeptidase 

19443 

67349_1.R1040 

dpv701100848.hl 

BLASTN 

g2264309 

58 

2.0e-23 

318 

85 

Arabidopsis thaliana genomic DNA, chromosome 5 f PI clone: 
MJJ3, complete sequence [Arabidopsis thaliana] 

19444 

67349 2.R1040 
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5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ncj700979814.h2 
19445 

67355_1.R1040 
asn701132071.hl 

19446 

67357J..R1040 
rca701001540.hl 

19447 

67380JL.R1040 

LIB3109-005-Q1-K1-C6 

BLASTN 

g4190975 

180 

1.0e-96 

312 
89 

Vigna radiata mRNA for cytokinin-specif ic binding protein, 
complete cds 

19448 

67404JL.R1040 
LIB3109-005-Q1-K1-E8 

19449 

67405JL.R1040 

pmv700891796.hl 

BLASTX 

g2621189 

287 

1.0e-25 

104 

52 

(AE000803) conserved protein [Methanobacterium 
thermoautotrophicum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



19450 

67406JL.R1040 

LIB3139-045-P1-N1-H8 

BLASTX 

g2160170 

578 

2.0e-59 

199 

65 

(AC000132) No definition line found [Arabidopsis thaliana] 
19451 

67407JL.R1040 

LIB3109-005-Q1-K1-F12 

BLASTX 

g3075392 

532 

2.0e-54 
132 
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CI 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



75 

(AC004484) putative steroid dehydrogenase [Arabidopsis 
thaliana] 

19452 

67435__1.R1040 

asn701134620.h2 

BLASTX 

gl495366 

1728 

0.0e+00 

473 

66 

(Z69370) nitrite transporter [Cucumis sativus] 
19453 

67436JL.R1040 
LIB3109-044-Q1-K1-C4 

19454 

67437_1.R1040 
gsv701054938.hl 

19455 

67445_1.R1040 

LIB3109-006-Q1-K1-G6 

BLASTX 

g4218991 

173 

2.0e-12 

90 
43 

(AF098632) subtilisin-like protease [Arabidopsis thalxana] 
19456 

67448_1.R1040 
LIB3109-043-Q1-K1-D6 

19457 

67462_1.R1040 

LIB3109-007-Q1-K1-A2 

BLASTX 

gl083342 

281 

6.0e-25 

84 

62 

GPI-anchor biosynthesis protein PIG-A - mouse 
>gi 577723_dbj_BAA05047_ {D26047) Pig-a precursor [Mus 
musculus] >gi_1402592_dbj_BAA06663_ (D31863) PIG-A protein 
[Mus musculus] 

19458 

67471_1.R1040 
LIB3109-007-Q1-K1-G6 

BLASTX 
g3493131 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191 

2.0e-14 

50 

72 

(AF081570) 



thymidylate kinase [Arabidopsis thaliana] 



19459 

67475JL.R1040 

hrw701057441.hl 

BLASTN 

g292442 

279 

1.0e-156 

279 

100 

Homo sapiens ribosomal protein S20 (RPS20) mRNA, complete 
cds >gi_4506696_ref_NM_001023.1_RPS20_ Homo sapiens 
ribosomal protein S20 (RPS20) mRNA 

19460 

67480_1.R1040 

LIB3109-009-Q1-K1-A10 

BLASTX 

g2104689 

195 

8.0e-30 

239 

39 

(U92793) alpha glucosidase II, alpha subunit [Mus musculus] 
19461 

67482_1.R1040 

uaw700666619.hl 

BLASTX 

g2129854 

180 

7.0e-24 

129 

45 

early nodulin 8 precursor - alfalfa >gi_304037 (L18899) 
early nodulin [Medicago sativa] 

19462 

67490_1.R1040 
kll701204820.hl 

19463 

67491JL.R1040 

LIB3109-057-Q1-K1-C9 

BLASTX 

g3122914 

702 

1.0e-141 

303 

76 

VALYL-TRNA SYNTHETASE (VALINE— TRNA LIGASE) (VALRS) 
>gi_1890130 (U89986) valyl tRNA synthetase [Arabidopsis 
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II 



thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



19464 

67495_1.R1040 
LIB3109-009-Q1-K1-B7 



Seq. No. 
Contig ID 
5' -most EST 



19465 

67499_1.R1040 
hrw701058616.hl 



Seq. No. 

Contig ID 
5' -most EST 



19466 

67499_2.R1040 
hrw701059874.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



19467 

67501J..R1040 

LIB3109-009-Q1-K1-C2 

BLASTX 

g2160166 

147 

2.0e-09 

87 

39 

(AC000132) No definition line found [Arabidopsis thaliana] 
19468 

67503_1.R1040 
jex700906349.hl 

19469 

67509_1.R1040 

LIB3109-009-Q1-K1-D1 

BLASTX 

g4263824 

155 

1.0e-19 

84 
58 

(AC006067) unknown protein [Arabidopsis thaliana] 
19470 

67510_1.R1040 
leu701147215.hl 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



19471 

67510_2.R1040 
ncj700976834.hl 

19472 

67510_4.R1040 
jC-gmfl02220136b02al 

19473 

67510_5.R1040 
LIB3167-031-P1-K1-G7 



Seq. No. 



19474 
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Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



67514JL.R1040 
LIB3109-010-Q1-K1-A5 

19475 

67522JL.R1040 
LIB3109-010-Q1-K1-B2 

19476 

67523_1.R1040 

hyd700728822.hl 

BLASTX 

gl351856 

1226 

1.0e-135 

260 

8 9 

ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO-LYASE) 
(ACONITASE) >gi_868003_dbj_BAA06108_ (D29629) aconitase 
[Cucurbita sp.] 

19477 

67533JL.R1040 
LIB3109-010-Q1-K1-C3 

19478 

67541_1.R1040 
LIB3109-021-Q1-K3-A10 

19479 

67544_1.R1040 

LIB3109-010-Q1-K1-D5 

BLASTX 

g3122334 

270 

6.0e-24 

110 

46 

PUTATIVE 3-ISOPROPYLMALATE DEHYDRATASE LARGE SUBUNIT 
(ISOPROPYLMALATE ISOMERASE) (ALPHA- I PM I SOME RASE) (IPMI) 
>gi_2648576 (AE000967) aconitase (acn) [Archaeoglobus 
fulgidus] 

19480 

67548JL.R1040 

LIB3109-010-Q1-K1-D9 

BLASTX 

gl360084 

194 

2.0e-14 

89 

53 

(X97945) Zn finger protein [Nicotiana tabacum] 
19481 

67548_2.R1040 

g5753583 

BLASTX 
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CI 



NCBI GI 


g3341468 


BLAST score 


150 


Hj VCllUC 


9 flo-DQ 




7fi 


*5 lQ.cilL.ll_y 


^7 




iiiuuuyoyfij uor zinc linger protein [Nicotiana uaDacuinj 


O e • IN O • 






£7^^^ 1 D1 HA n 
O/OOO X.KXU4U 


.J ULUO t_ EjO 1 


'7h-F7nf!QRR71 7 hi 
Zill / UUj7O0 / l/ illl 


Mpp h nd 




NCBI GI 


g4558665 


BLAST score 


242 


l-i Veil U.C 






1UZ 


o xuen i l l. y 




ln^jdx uescripcxon 


(Aouu/Uboj putatxve wnite protein [Araoiaopsis tnalianaj 


oetj. 1NO. 


1 Q>! Q "3 


otjucxy xjj 


D / Jjy 1.K1U4U 


O 1LLVJ O U ILiO 1 


cKrwi nTi n 1 9 1 ^ >ii 
up v / uiiuiiio , ni 




OUAu J. /\ 


NCBI GI 


g2529678 


BLAST score 


305 


E value 


9 Ota — 97 




1 ^9 
J.OZ 




11 


lnv_,jdx uescnpLion 


(AC002535) unknown protein [Arabidopsis thaliana] 


oeq • ino . 




uonxicj iu 


b /0d4 1 . K1U4U 


O O L» Hj O X 


LlDJljy-Uyi rl INl-c O 




JdXjHO 1 A 




yi i6. / idi 


BLAST score 


593 


E value 


3.0e-61 


i v iaxcn ien.yt.fl 


91 9 


t i~\ dY~i "J— n 4* t t 




NCBI Description 


(AJ011674) receptor-like protein kinase, RLK3 [Arabidopsi 




thaliana] 


Ocv^. IN U • 


1^4 OO 


Port+- t rr T Pi 
LfUIILly ± LI 


67^^^ 1 pin/in 


-J ILlOSL. laOl 


t tdqi no m 1 1^1 m t 

LiDoxuy- u ii — yx— j\x— uii 


oeq . jno . 


1 CkA Q C 


Pnnf i /~r T Pi 

LOIlLly XU 


0/0/1 1 . R1U4 U 


vJ ItLvJo L- £jO 1 


XjXJdoxu y uxx six j\x uo 


L ICS LilUU 


tSliriO 1 A 


NCBI GI 


g285741 


BLAST score 


229 


J— j v a _l u.g 


q n<=>— 1 Q 


Match length 


177 


% identity 


38 


NCBI Description 


(D14550) EDGP precursor [Daucus carota] 


Seq. No. 


19487 



3151 



CI 



Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



67583JL.R1040 
LIB3109-04 6-Q1-K1-D10 

19488 

67597JL.R1040 
smc700747255.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



19489 

67620_1.R1040 

uC-gmropic08 9a06bl 

BLASTX 

g3176690 

241 

5.0e-25 

248 

36 

(AC003671) Similar to ubiquitin ligase gb_D63905 from S. 
cerevisiae. EST gb_R65295 comes from this gene. 
[Arabidopsis thaliana] 

19490 

67626JL.R1040 

LIB3109-005-Q1-K1-H1 

BLASTX 

g4455293 

288 

1.0e-25 

115 

61 

(AL035528) putative protein [Arabidopsis thaliana] 
19491 

67626_2.R1040 

ncj700985431.hl 

BLASTX 

g4455293 

164 

2.0e-ll 

35 

89 

(AL035528) putative protein [Arabidopsis thaliana] 
19492 

67631JL. R1040 
jC-gmf 10222007 6g07al 

19493 

67636JL.R1040 
dpv701098416.hl 

19494 

67639_1.R1040 

LIB3109-043-Q1-K1-E10 

BLASTX 

g4538911 

248 

4.0e-21 



3152 



II 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



81 
60 

(AL049482) hypothetical protein [Arabidopsis thaliana] 
19495 

67640JL.R1040 

uxk700670028.hl 

BLASTX 

g3859591 

225 

3.0e-18 

99 
45 

(AF104919) No definition line found [Arabidopsis thaliana] 
19496 

67648_1.R1040 

LIB3109-013-Q1-K1-B8 

BLASTX 

g3341696 

406 

1.0e-39 

97 
81 

(AC003672) unknown protein [Arabidopsis thaliana] 
19497 

67 654_1.R1040 
LIB3109-013-Q1-K1-C4 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



19498 

67664_1.R1040 
LIB3109-013-Q1-K1-D5 

19499 

67664_2.R1040 
uC-gmropic038gl2bl 

19500 

67667JL.R1040 

uC-gmrominsoyl5 6b0 9b 1 

BLASTX 

g4539452 

891 

4.0e-96 

277 

59 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

19501 

67670_1.R1040 
LIB3109-047-Q1-K1-A4 



Seq. No. 
Contig ID 
5 '-most EST 



19502 

67671JL.R1040 
jex700904685.hl 



3153 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3451463 

383 

8.0e-37 

130 

52 

(AL031349) 



hypothetical protein [Schizosaccharomyces pombe] 



19503 

67675_1.R1040 
uC-gmflminsoy011b05bl 

19504 

67682_1.R1040 

LIB3109-014-Q1-K1-D9 

BLASTX 

gl657619 

232 

4.0e-26 

135 

44 

(U72504) G5p [Arabidopsis thaliana] >gi_3068710 (AF049236) 
putative transmembrane protein G5p [Arabidopsis thaliana] 

19505 

67691JL.R1040 
LIB3109-014-Q1-K1-E9 

19506 

67692_1.R1040 
fde700872017.hl 

19507 

67696__1.R1040 

sat701010016.h2 

BLASTX 

gl076289 

303 

2.0e-27 

127 

46 

amino acid permease AAP5 - Arabidopsis thaliana 
>gi_608673_emb_CAA54 632_ (X77501) amino acid permease 
[Arabidopsis thaliana] 

19508 

67711J..R1040 

LIB3109-014-Q1-K1-G6 

BLASTX 

g2832700 

245 

1.0e-20 

86 

56 

(AL021713) unknown protein [Arabidopsis thaliana] 



Seq. No. 



19509 



3154 



CI 



Contig ID 


0 / / 1 / 1 . K1U4U 


5 -most Ebl 


t td'Q 1 TTQ — A 1 c: — Pf1 — TT1 9 
LlbOlUy U1D— yj.— fvl 


Method 


BLAb IX 


NCBI GI 


gzboz JOl 


BLAST score 


371 


E value 


1.0e-35 


Match length 


1 TO 
lOZ 


% identity 


61 


NCBI Description 


(AF021220) cation-chloride co-transporter [Nicotiana 




tabacum] 


Seq. No. 


lyoiu 


Contig ID 


6 / /Zo 1 . R104 0 


5 -most EST 


LiBoiu y-u io- yi-j\i— £ 4 


Method 


DT AO TV 


NCBI GI 


g3738297 


BLAST score 


321 


E value 


z . oe-z y 


Match length 




% identity 


9 


NCBI Description 


(AC005309) unknown protein [AraDictopsis tnananaj 


Seq. No. 


19511 


Contig ID 


67732 1.R1Q40 


5 -most EST 


Liboiuy-uio-ui-Jxi— r y 


Method 


BLASTX 


NCBI GI 


gl477480 


BLAST score 


1297 


E value 


1.0e-143 


Match length 


325 


% identity 


4,3 


NCBI Description 


(U4Uo4l) carbamoyl pnospnate syntnerase xarge cnain 




[Arabidopsis thaliana] 


Seq. No. 


19512 


Contig ID 


1.R1040 


5 1 -most EST 


uC-gmrominsoy311g07bl 


Method 


t-)T 7\ C rp\7 

BLASTX 


NCBI GI 


g529707 


BLAST score 


308 


E value 


o . Oe-zo 


Match length 


157 


% identity 


42 


NCBI Description 


(U13070) No definition line found [Caenorhabditis ele 


Seq. No. 


19513 


Contig ID 


67763_1 .R1040 


5 '-most EST 


ssr7005oolz0.nl 


Method 


BLASTX 


NCBI GI 


g4056482 


BLAST score 


841 


E value 


z . ue y i 


Match length 


285 


% identity 


31 


NCBI Description 


(AC005896) putative ABC transporter [Arabidopsis thai 


Seq. No. 


19514 



3155 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



67771JL.R1040 

jC-gmfl02220069g07al 

BLASTX 

g2129604 

637 

2.0e-66 

151 
78 

GTP-binding protein 1 - Arabidopsis thaliana 

>gi_2129607_pir S71584 GTP-binding protein ATBG1 

Arabidopsis thaliana >gi_1184981 (U46924) ATGB1 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19515 

67780JL.R1040 

LIB3109-016-Q1-K3-D4 

BLASTX 

g4432844 

281 

9.0e-25 

118 

50 

(AC006283) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



19516 

67810_1.R1040 
LIB3109-018-Q1-K1-A3 



Seq. No. 
Contig ID 
5 1 -most EST 



19517 

67823JL.R1040 
LIB3109-018-Q1-K1-B5 



Seq. No. 
Contig ID 
5' -most EST 



19518 

67827_1.R1040 
ncj700985818.hl 



Seq. No. 
Contig ID 
5' -most EST 



19519 

67832_1.R1040 
LIB3109-018-Q1-K1-D1 



Seq. No. 

Contig ID 
5 T -most EST 



19520 

67841JL.R1040 
LIB3109-018-Q1-K1-D7 



Seq. No. 
Contig ID 
5' -most EST 



19521 

67865JL.R1040 
LIB3109-019-Q1-K1-D2 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



19522 

67874_1.R1040 

fde700876716.hl 

BLASTX 

gl346875 

357 

1.0e-33 

112 

58 



3156 



CI 



NCBI Description 



Seq. No* 
Contig ID 
5 '-most EST 



PHOTOS YSTEM II REACTION CENTRE W PROTEIN 

>gi_1185169_emb_CAA91652_ (Z67753) PSII, protein W, 13 kDa 
[Odontella sinensis] 

19523 

67877JL.R1040 
LIB3109-045-Q1-K1-H8 



Seq. No. 

Contig ID 
5' -most EST 



19524 

67884_1.R1040 
wvk700683989.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19525 

67890JL.R1040 

zzp700835191.hl 

BLASTX 

g2493318 

346 

3.0e-32 

121 

60 

BLUE COPPER PROTEIN PRECURSOR >gi_56277 9_emb_CAA80963_ 
(Z25471) blue copper protein [Pisum sativum] 
>gi_1098264_prf 2115352A blue Cu protein [Pisum sativum] 

19526 

67899_1.R1040 

uC-gmronoir038cllbl 

BLASTX 

g2651303 

475 

1.0e-47 

111 

82 

(AC002336) putative potassium transporter [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



19527 

67903J..R1040 
LIB3109-019-Q1-K1-H10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



19528 

67909JL.R1040 

asn701131574.hl 

BLASTX 

gl402890 

341 

1.0e-31 

120 

56 

(X98130) unknown [Arabidopsis thaliana] 
19529 

67913_1.R1040 
LIB3109-020-Q1-K1-E4 



Seq. No. 



19530 



3157 



O/^r^ -)- ■! ~ T Pi 
^OliUJ-y If 


67Q1 7 1 Rl 040 


t;F_ m nqf- TP qT 

w> llLUu U i-tO 1 


^af70T01?764 hi 

O CL L. / UlUit. r VI • liX 


Method 




NCBI GI 


g4567281 


BLAST score 


195 


_i value 


/ . Uc 1 J 


Matcn lengrn 


/ U 


% identity 




i>JU.b±. uescr ipi_j.on 


^ Ak^U U O O 41 J- } U.I1 A.I1QJ WI1 X. (J Lclil 


beq. MO. 




Loncig J.JJ 


£7Q1 7 9 Rl 040 


C i ^ _4_ pern 


T.TM1 0~Q -090-O1 -K1 -F Q 




DXjxiO X /V 


NCBI GI 


g4567281 


BLAST score 


186 


XT' tt -alii /-i 
Hj Value 


7 np-1 4 




70 


% identity 


57 


NCBI Description 


(AC006841) unknown protein 


OCCJ • INU . 




uontig iu 


o / / 1 . K1U 4 u 


C T — — aO- T7CT 

a -most: hjbi 


jjiboiu y— uz u— yi— j\i -bi 


beq. no. 




contig id 


D / yzo 1 . KJLU4U 


3 IUOSTI CjO 1 


T TR^1 0Q — 01 f,— nl — Kl — TQ 


ft/F»4~ V"l /-\ y-J 

ixie unou 


n>±±tiD 1 A 


MpRT (IT 


all 9R00 


BLAST score 


171 


E value 


4.0e-12 


Match length 


144 


% identity 


31 


NCBI Description 


4 -COUMARATE — C0A LIGASE 1 



(4CL) 

4-coumarate — CoA ligase (EC 6.2 
parsley >gi_20432_emb__CAA31696_ 



>gi__82059_pir S01667 

,1.12) (clone pc4CL-l) - 
(X13324 ) 4-coumarate : CoA 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



ligase Pc4Cl-l (AA 1-544) [Petroselinum crispum] 
19534 

67987_1.R1040 

gsv701052052.hl 

BLASTX 

g3046821 

713 

3.0e-75 

204 

72 

(AB0047 85) homeobox gene [Nicotiana tabacum] 
19535 

67995_1.R1040 

hyd700728779.hl 

BLASTX 

g3290209 

572 

7.0e-59 



3158 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



149 
75 

(U78947) MADS-box protein 1 [Malus domestica] 



19536 

68009_1.R1040 
fde700877202.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19537 

68026_1.R1040 

pmv700889988.hl 

BLASTN 

g4454587 

34 

1.0e-09 

209 
88 

Arabidopsis thaliana BAC F21A20 from chromosome V near 
cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 


19538 


Contig ID 


68027 1.R1040 


5' -most EST 


LIB3138-008-Q1-N1-D2 


Method 


BLASTX 


NCBI GI 


g3668089 


BLAST score 


384 


E value 


4.0e-38 


Match length 


122 


% identity 


70 


NCBI Description 


(AC004667) unknown protein 


Seq. No. 


19539 


Contig ID 


68036 1.R1040 


5 '-most EST 


LIB3109-027-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3850108 


BLAST score 


259 


E value 


3.0e-31 


Match length 


181 


% identity 


43 


NCBI Description 


(AL033388) putative calcium 




[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



19540 

68038_1.R1040 

gsv701047339.hl 

BLASTX 

g3702352 

197 

4.0e-15 

55 
75 

(AC005397) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 

19541 

68054 1.R1040 



3159 



# 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



seb700648582.hl 

BLASTX 

g4218991 

824 

2.0e-90 

363 

49 

(AF098632) subtilisin-like protease [Arabidopsis thaliana] 



19542 

68059_1.R1040 

LIB3109-028-Q1-K1-B5 

BLASTX 

g4104931 

735 

3.0e-78 

158 

87 

(AF042196) auxin response factor 



8 [Arabidopsis thaliana] 



19543 

68077_1.R1040 
LIB3109-028-Q1-K1-D10 



Seq. No. 
Contig ID 
5' -most EST 



19544 

68077_2.R1040 
asn701136040.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



19545 

68078_1.R1040 

kll701206359.hl 

BLASTX 

g4262229 

499 

2.0e-50 

153 

66 

(AC006200) unknown protein [Arabidopsis thaliana] 
19546 

68092_1.R1040 

awf700837647.hl 

BLASTX 

g2281093 

1651 

0.0e+00 

345 

86 

(AC002333) beta transducin isolog [Arabidopsis thaliana] 
19547 

68092_2.R1040 

gsv701055204.hl 

BLASTX 

g2281093 

188 

2.0e-14 



3160 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



52 
71 

(AC002333) beta transducin isolog [Arabidopsis thaliana] 
19548 

68096_1.R1040 

fua701038773.hl 

BLASTX 

gl351438 

237 

8.0e-20 

131 

44 

XANTHINE DEHYDROGENASE (XD) (CONTAINS: XANTHINE OXIDASE 

(XO) ) >gi 2144325_pir XOCHDH xanthine dehydrogenase (EC 

1.1.1,204) - chicken >gi_507880_dbj_BAA02502_ (D13221) 
xanthine dehydrogenase [Gallus gallus] 



Seq. No. 


19549 


Contig ID 


68103 1.R1040 


5 ' -most EST 


LIB3109-029-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3738323 


BLAST score 


625 


E value 


7.0e-65 


Match length 


173 


% identity 


65 


NCBI Description 


(AC005170) hypothetical prot 


Seq. No. 


19550 


Contig ID 


68118 1.R1040 


5 1 -most EST 


jC-gmfl02220114f05al 


Seq. No. 


1 AC C 1 

lybbi 


Contig ID 


68120 1.R1040 


5 '-most EST 


ncj700985801.hl 


Seq. No. 


19552 


Contig ID 


68120 2.R1040 


5' -most EST 


smc700747093.hl 


Seq. No. 


19553 


Contig ID 


68124 1.R1040 


5 '-most EST 


dpv701100312.hl 


Seq. No. 


19554 


Contig ID 


68126 1.R1040 


5 '-most EST 


zhf700951917.hl 


Method 


BLASTX 


NCBI GI 


g4580455 


BLAST score 


326 


E value 


6.0e-56 


Match length 


248 


% identity 


56 


NCBI Description 


(AC0 06081) unknown protein [ 


Seq. No. 


19555 



3161 



Contig ID 68127_1 . R1040 

5' -most EST LIB3109-029-Q1-K1-E6 

19556 

68130JL.R1040 
LIB3109-029-Q1-K1-E9 
BLASTX 
g4263777 
378 

2.0e-36 

105 
65 

(AC006068) putative serine carboxypeptidase II [Arabidopsis 
thaliana] >gi_4510391_gb_AAD2147 9 . 1_ (AC007017) putative 
serine carboxypeptidase II [Arabidopsis thaliana] 

Seq. No. 19557 

Contig ID 68145JL . R1040 

5" -most EST LIB3109-029-Q1-K1-G2 

Seq. No. 19558 

Contig ID 68150_1 .R1040 

5' -most EST epx701110464 .hi 

Method BLASTN 

NCBI GI g669095 

BLAST score 268 

E value 1.0e-149 

Match length 504 

% identity 88 

NCBI Description A.majus chloroplast psaB gene (wild type) 

Seq. No. 19559 

Contig ID 68151_1 . R1040 

5' -most EST LIB3109-031-Q1-K1-B8 

Seq. No. 19560 

Contig ID 68159_1 .R1040 

5' -most EST LIB3109-031-Q1-K1-C6 

Method BLASTX 

NCBI GI g305323 

BLAST score 452 

E value 9.0e-45 

Match length 215 

% identity 4 4 

NCBI Description (L21171) malonyl CoA decarboxylase [Anser anser] 

Seq. No. 19561 

Contig ID 68161_1 . R1040 

5 f -most EST sat701011094 .hi 

Method BLASTX 

NCBI GI g2213597 

BLAST score 258 

E value 3.0e-22 

Match length 83 

% identity 61 

NCBI Description (AC000348) T7N9.17 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. No. 
Contig ID 
5 '-most EST 



19562 

68169J..R1040 
LIB3170-066-Q1-K1-F2 



Seq. No. 

Contig ID 
5 T -most EST 



19563 

68170_1.R1040 
LIB3109-031-Q1-K1-D9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19564 

68179J..R1040 

smc700747536.hl 

BLASTX 

g2829902 

206 

1.0e-16 

70 

53 

(AC002311) Putative sulphate transporter protein#protein 
[Arabidopsis thaliana] 

19565 

68179_2.R1040 

LIB3109-031-Q1-K1-E6 

BLASTX 

g2829902 

291 

3.0e-26 

106 

67 

(AC002311) Putative sulphate transporter protein#protein 
[Arabidopsis thaliana] 

19566 

68180_1.R1040 

LIB3109-031-Q1-K1-E7 

BLASTX 

g3413719 

212 

6.0e-17 

128 
47 

(AC004747) unknown protein [Arabidopsis thaliana] 
>gi_3643592 (AC005395) unknown protein [Arabidopsis 
thaliana] 

19567 

68186_1.R1040 

uC-gmropic015g05bl 

BLASTX 

g3451068 

353 

2.0e-33 

108 

69 

(AL031326) putative protein [Arabidopsis thaliana] 



Seq. No. 



19568 
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Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68190_1.R1040 
LIB3109-032-Q1-K1-C5 

19569 

68192JL.R1040 

LIB3109-032-Q1-K1-C7 

BLASTX 

g4337191 

675 

6.0e-71 

213 
60 

(AC006403) hypothetical protein [Arabidopsis thaliana] 
19570 

68200_1.R1040 

fC-gmst700667092f4 

BLASTX 

gll74718 

998 

1.0e-109 

240 

82 

PUTATIVE RECEPTOR PROTEIN KINASE TMK1 PRECURSOR 

>gi_322579_pir JQ1674 receptor protein kinase TMK1 (EC 

2.7.1.-) precursor - Arabidopsis thaliana >gi_166888 
(L00670) protein kinase [Arabidopsis thaliana] 

19571 

68217_1.R1040 

LIB3109-032-Q1-K1-F12 

BLASTX 

g4115905 

271 

4.0e-24 

58 
76 

(AF072131) secondary xylem cellulose synthase [Populus 
tremuloides] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



19572 

68220_1.R1040 

LIB3109-056-Q1-K1-E1 

BLASTX 

g4455254 

312 

1.0e-28 

111 

56 

(AL035523) putative protein [Arabidopsis thaliana] 
19573 

68221_1.R1040 

uaw700665929.hl 

BLASTX 

g2493910 

513 
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E value 


3.0e-52 


Match length 


140 


% identity 


69 


NCBI Description 


CULLIN HOMOLOG 4B (CUL-4B) >gi_1381150 (U58091) Hs 




[Homo sapiens] 


Seq. No. 


19574 


Contig ID 


68231 1.R1040 


5 '-most EST 


crh700855624.hl 


Method 


BLASTX 


NCBI GI 


g534982 


BLAST score 


154 


E value 


2.0e-10 


Match length 


107 




44 


NCBI Description 


(X75898) phosphoglucomutase [Spinacia oleracea] 


Seq. No. 


19575 


Contig ID 


68231 2.R1040 


5 T -most EST 


LIB3109-050-Q1-K1-E8 


Seq. No. 


19576 


Contig ID 


68239 1.R1040 


5 1 -most EST 


dpv701103578.hl 


Method 


BLASTX 


NCBI GI 


g3914002 




922 


E value 


1.0e-100 


Match length 


240 


% identity 


75 


NIPRT Hp^ryi nt" i on 






(AF033862) Lon protease [Arabidopsis thaliana] 


Seq. No. 


19577 


Contig ID 


68241 1.R1040 


5' -most EST 


LIB3109-033-Q1-K1-E2 


Seq. No. 


19578 


Contig ID 


68250 1.R1040 


5 T -most EST 


LIB3109-033-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


gl483150 


BLAST score 


599 


E value 


3.0e-62 


Match length 


145 


% identity 


78 


NCBI Description 


(D84417) monodehydroascorbate reductase [Arabidops 




thaliana] 


Seq. No. 


19579 


Contig ID 


68271 1.R1040 


5 '-most EST 


LIB3109-033-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g731834 


BLAST score 


201 


E value 


2.0e-15 


Match length 


99 



3165 



% identity 

NCBI Description 



# 



45 

HYPOTHETICAL 41.9 KD PROTEIN IN SDS3-THS1 INTERGENIC REGION 

>gi_10777 90jpir S49797 hypothetical protein YIL083c - 

yeast {Saccharomyces cerevisiae) >gi_577131_emb_CAA86711 . 1_ 
(246728) YI9910.13c, unknown orf, len: 365, CAI: 0.17 
[Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



19580 

68271_2.R1040 
zsg701125806.hl 

19581 

68291J..R104Q 

zhf700962583.hl 

BLASTX 

g4309760 

473 

2.0e-47 

105 
88 

(AC006217) unknown protein [Arabidopsis thaliana] 
19582 

68293J..R1040 

g5510276 

BLASTX 

g4006886 

800 

2.0e-85 

259 

60 

(Z99708) putative protein [Arabidopsis thaliana] 
19583 

68308_1.R1040 

LIB3109-035-Q1-K1-B3 

BLASTX 

g4512702 

618 

2.0e-64 

142 
80 

(AC006569) hypothetical protein [Arabidopsis thaliana] 
19584 

68313JL.R1040 
LIB3109-035-Q1-K1-C1 

19585 

68315_1.R1040 
gsv701050261.hl 

19586 

68316JL.R1040 
uxk700673288.hl 



Seq. No. 



19587 
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Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



68324JL.R1040 

uC-gmronoir006g07bl 

BLASTX 

g4539306 

765 

2.0e-81 

257 

21 

(AL049480) pumilio-like protein [Arabidopsis thalxana] 
19588 

68327_1.R1040 
LIB3109-035-Q1-K2-D7 

19589 

68327_2.R1040 

g4289589 

BLASTX 

g4056506 

146 

4.0e-13 

101 

35 

(AC005896) nodulin-like protein [Arabidopsis thaliana] 
19590 

68327_3.R1040 

rry700808468.hl 

BLASTX 

g4056506 

258 

1.0e-31 

126 

51 

(AC005896) nodulin-like protein [Arabidopsis thalxana] 
19591 

68329JL.R1040 

fde700877250.hl 

BLASTX 

g2160189 

469 

5.0e-77 

206 

70 

(AC000132) Similar to A. thaliana receptor-like protein 
kinase (gb_RLK5_ARATH) . ESTs gb_ATTS0475, gb_ATTS4362 come 
from this gene. [Arabidopsis thaliana] 

19592 

68337JL.R1040 

wvk700679960.h2 

BLASTX 

g2465923 

611 

1.0e-63 
147 



3167 



# 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 

(AF024 648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

19593 

68339_1.R1040 

LIB3109-035-Q1-K4-E5 

BLASTX 

g3776559 

469 

4.0e-47 

103 

83 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 

19594 

68353JL.R1040 
LIB3109-035-Q1-K2-G5 

19595 

68355JL.R1040 

LIB3109-042-Q1-K1-D7 

BLASTX 

g3757521 

689 

2.0e-72 

250 

57 

(AC005167) unknown protein [Arabidopsis thaliana] 
19596 

68359_1.R1040 

LIB3109-035-Q1-K1-H3 

BLASTX 

g4567265 

470 

3.0e-47 

117 

78 

(AC006841) putative kinesin protein [Arabidopsis thaliana] 
19597 

68410_1.R1040 

uC - gmr op icllle09bl 

BLASTX 

g462147 

1516 

1.0e-169 

349 
82 

GLUCOSE- 6-PHOSPHATE I SOME RASE, CYTOSOLIC (GPI) 
(PHOSPHOGLUCOSE ISOMERASE) (PGI) (PHOSPHOHEXOSE I SOME RASE) 

(PHI) >gi_541866_pir S41808 glucose-6-phosphate isomerase 

{EC 5.3.1.9) - Arabidopsis thaliana 



3168 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5* -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 



>gi_415923_emb_CAA48940_ (X69195) glucose-6-phosphate 
isomerase [Arabidopsis thaliana] 

19598 

68422JL.R1040 
LIB3109-035-Q1-K6-G11 

19599 

68487JL.R1040 
uC-gmrominsoy226e02bl 

19600 

68494_JL.R1040 

LIB3109-036-Q1-K1-F3 

BLASTX 

g3540186 

405 

6.0e-39 

178 

53 

(AC004122) Hypothetical protein [Arabidopsis thaliana] 
19601 

68500JLR1040 
xpa700795132.hl 

19602 

68501J..R1040 

LIB3109-036-Q1-K1-G12 

BLASTX 

g4376873 

155 

7.0e-15 

127 

45 

(AE001642) Pseudouridylate Synthase I [Chlamydia 
pneumoniae] 

19603 

68502JL.R1040 

LIB3109-036-Q1-K1-G3 

BLASTX 

g2224911 

1110 

1.0e-122 

247 

85 

(U93048) somatic embryogenesis receptor-like kinase [Daucus 
carota] 

19604 

68512JL.R1040 
jsh701068376.hl 

19605 

68519JL.R1040 
uC-gmflminsoyOOldlObl 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19606 

68519_2.R1040 

ssr700559713.hl 

BLASTX 

g4454452 

436 

7.0e-43 

138 

62 

(AC006234) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



19607 

68519_3.R1040 
uC-gmronoir0001f04bl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19608 

68522JL.R1040 

zhf700961774.hl 

BLASTX 

g3402757 

321 

2.0e-29 
156 

41 . i ■ 

(AL031187) receptor-like serine/threonine protein Jcxnase 

ARK3 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



19609 

68526JL.R1040 
jC-gmro02910017al2al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19610 

68528_1.R1040 

LIB3170-072-Q1-J1-G10 

BLASTX 

g4415922 

131 

1.0e-12 

105 
41 

(AC006282) 
thaliana] 



putative glucosyl transferase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19611 

68530_1.R1040 

LIB3109-028-Q1-K1-A10 

BLASTX 

gl40474 

156 

2.0e-10 

55 
49 

HYPOTHETICAL 69.2 KD PROTEIN IN HSP30-PMP1 INTERGENIC 

REGION >gi_83212_pir S19434 probable transport protein 

YCR023c - yeast (Saccharomyces cerevisiae) 
>gi_1907167_emb_CAA42315_ (X59720) YCR023c, len:611 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Saccharomyces cerevisiae] 
19612 

68550_1.R1040 

jC-gmro02910006al0al 

BLASTX 

g3953465 

443 

1.0e-43 

210 
55 

(AC002328) F20N2.10 [Arabidopsis thaliana] 
19613 

68563_1.R1040 

sat701015306.hl 

BLASTX 

gl351630 

328 

2.0e-30 

170 

41 

PROBABLE RNA 3 '-TERMINAL PHOSPHATE CYCLASE 
(RNA-3 1 -PHOSPHATE CYCLASE) (RNA CYCLASE) 

>gi_2130253_pir_S62537 hypothetical protein SPAC12G12 . 06c 
- fission yeast (Schizosaccharomyces pombe) 
>gi_1052524_emb_CAA91501_ (Z66568) SPAC12G12 . 06c, unknown, 
len: 363 [Schizosaccharomyces pombe] 



Seq. No. 


19614 


Contig ID 


68567 1.R1040 


5 '-most EST 


LIB3109-038-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g4335739 


BLAST score 


203 


E value 


1.0e-15 


Match length 


106 


% identity 


42 


NCBI Description 


(AC006248) hypothetica 


Seq. No. 


19615 


Contig ID 


68573 1.R1040 


5' -most EST 


LIB3109-038-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3540184 


BLAST score 


818 


E value 


9.0e-88 


Match length 


210 


% identity 


70 


NCBI Description 


(AC004122) Similar to 


Seq. No. 


19616 


Contig ID 


68584 1.R1040 


5' -most EST 


LIB3109-041-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g!076414 


BLAST score 


199 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



3.0e-15 

107 

45 

subtilisin-like proteinase (EC 3.4.21.-) - Arabidopsis 
thaliana (fragment) >gi_757534_emb_CAA59963_ (X85974) 
subtilisin-like protease [Arabidopsis thaliana] 

19617 

68585J..R1040 

LIB3109-041-Q1-K1-C10 

BLASTX 

g2961373 

278 

2.0e-24 

189 

37 

(AL022141) putative disease resistance protein [Arabidopsis 
thaliana] 

19618 

68588_1.R1040 

zhf700961917.hl 

BLASTX 

g4539347 

215 

5.0e-17 

82 
50 

(AL035539) putative growth regulator protein [Arabidopsis 
thaliana] 

19619 

68588_2.R1040 
g5606092 

19620 

68592_1.R1040 
leu701154687.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



19621 

68595_1.R1040 
LIB3109-041-Q1-K1-E12 

19622 

68597JL. R1040 

ssr700558855.hl 

BLASTX 

gl946361 

360 

4.0e-34 

107 

62 

(U93215) C3HC4 zinc finger protein isolog [Arabidopsis 
thaliana] 

19623 

68605 1.R1040 
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5' -most EST 



uC-gmflminsoy011c04bl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19624 

68618_1.R1040 

uC-gmropicll2f05bl 

BLASTX 

g3402699 

883 

4.0e-95 

313 

61 

(AC004261) unknown protein [Arabidopsis thaliana] 
19625 

68623JL.R1040 

sat701004935.hl 

BLASTX 

g4544412 

217 

6.0e-17 

164 
30 

(AC006955) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19626 

68623_2.R1040 
rry700808322.hl 

19627 

68627JL.R1040 

LIB3109-042-Q1-K1-B9 

BLASTN 

g3176077 

328 

0.0e+00 

536 

90 

Medicago sativa mRNA for protein phosphatase 1, epsilon 
subunit 



Seq. No. 
Contig ID 
5 T -most EST 



19628 

68631_1.R1040 
LIB3109-042-Q1-K1-H8 



Seq. No. 
Contig ID 
5' -most EST 



19629 

68636_1.R1040 
crh700852831.hl 



Seq. No. 
Contig ID 
5' -most EST 



19630 

68636_2.R1040 
awf700840962.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



19631 

68644JL.R1040 

LIB3109-043-Q1-K1-B11 

BLASTX 

g2335097 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



974 

1.0e-106 

252 

19 

(AC002339) putative receptor-like protein kinase 
[Arabidopsis thaliana] 

19632 

68650_1.R1040 

LIB3109-043-Q1-K1-C1 

BLASTX 

g3860264 

188 

4.0e-14 

45 
71 

(AC005824) unknown protein [Arabidopsis thaliana] 
19633 

68657_1.R1040 

fde700873255.hl 

BLASTX 

g3273097 

209 

2.0e-16 

160 
35 

(Y17040) recA/RAD51 family protein [Mus musculus] 
19634 

68658JL.R1040 

zhf700962518.hl 

BLASTX 

g4558673 

230 

9.0e-19 

117 
33 

(AC007063) hypothetical protein [Arabidopsis thaliana] 
19635 

68672_1.R1040 
LIB3109-043-Q1-K1-E2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



19636 

68685_1.R1040 

LIB3139-092-P1-N1-C6 

BLASTX 

g2281102 

348 

1.0e-32 

139 

56 

(AC002333) SF16 isolog [Arabidopsis thaliana] 
19637 

68698 1.R1040 



3174 



5 '-most EST 



LIB3109-044-Q1-K1-E10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19638 

68701_1.R1040 

LIB3170-033-Q1-K1-A9 

BLASTX 

g4210451 

603 

1.0e-62 

169 

74 

(AB016472) ARR2 protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



19639 

68704JL.R1040 
jC-gmro02910010f08al 



Seq. No. 
Contig ID 
5 f -most EST 



19640 

68706J..RI040 
LIB3109-044-Q1-K1-F1 



Seq. No. 

Contig ID 
5 '-most EST 



19641 

68712JL.R1040 
LIB3109-044-Q1-K1-H4 



Seq. No. 
Contig ID 
5' -most EST 



19642 

68715JL.R1040 
gsv701046534.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19643 

68723J..R1040 

sat701003664.hl 

BLASTX 

g3859659 

869 

2.0e-93 

279 

63 

(AL031394) putative potassium transporter AtKTSp 
[Arabidopsis thaliana] 



(AtKT5) 



Seq. No. 
Contig ID 
5 '-most EST 



19644 

68740_1.R1040 
LIB3109-045-Q1-K1-F2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19645 

68746JL.R1040 

LIB3109-045-Q1-K1-F9 

BLASTX 

g3894193 

154 

2.0e-12 

91 

45 

(AC005662) 
thaliana] 



putative strictosidine synthase [Arabidopsis 
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€1 



Seq. No. 


19646 


Contig ID 


68753 1.R1040 


5' -most EST 


hrw701058472.hl 


Method 


BLASTX 


NCBI GI 


g4415942 


BLAST score 


1311 


E value 


1.0e-145 


Match length 


397 


% identity 


66 


NCBI Description 


(AC006418) hypothetical protein 


Seq. No. 


19647 


Contig ID 


68753 2.R1040 


5 '-most EST 


ncj700984982.hl 


Method 


BLASTX 


NCBI GI 


g4415942 


BLAST score 


148 


E value 


9.0e-10 


Match length 


34 


% identity 


79 


NCBI Description 


(AC006418) hypothetical protein 


Seq. No. 


19648 


Contig ID 


68771 1.R1040 


5' -most EST 


zhf700963253.hl 


Method 


BLASTX 


NCBI GI 


g4262235 


BLAST score 


466 


E value 


3.0e-46 


Match length 


164 


% identity 


55 


NCBI Description 


(AC006200) putative transcripti 




thaliana] 


Seq. No. 


19649 


Contig ID 


68774 1.R1040 


5' -most EST 


pmv700889519.hl 


Seq. No. 


19650 


Contig ID 


68775 1.R1040 


5 '-most EST 


LIB3109-046-Q1-K1-A5 


Seq. No. 


19651 


Contig ID 


68784 1.R1040 


5 '-most EST 


ssr700553552.hl 


Method 


BLASTX 


NCBI GI 


g2760830 


BLAST score 


328 


E value 


1.0e-30 


Match length 


85 


% identity 


75 


NCBI Description 


(AC003105) putative beta-ketoac 




thaliana] 


Seq. No. 


19652 


Contig ID 


68800 1.R1040 


5* -most EST 


zhf700961686.hl 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



19653 

68810J..R1040 

eep700867996.hl 

BLASTX 

g3947735 

259 

7.0e-22 

241 
32 

(AJ009720) NL27 



[Solanum tuberosum] 



19654 

68814JL.R1040 
LIB3109-045-Q1-K1-E11 

BLASTX 

g3327196 

460 

9.0e-46 

147 

62 

(AB014591) KIAA0691 protein [Homo sapiens] 
19655 

68814^2. R1040 

uC-gmflminsoy018f09bl 

BLASTX 

g3327196 

504 

5.0e-51 

164 

60 

(AB014591) KIAA0691 protein [Homo sapiens] 
19656 

68819JL.R1040 
pcp700994038.hl 

19657 

68833JL.R1G40 
LIB3109-047-Q1-K1-H8 



Seq. No. 
Contig ID 
5' -most EST 



19658 

68848JL.R1040 
art700605356.h2 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



19659 

68848_2.R1040 
LIB3109-048-Q1-K1-B12 

19660 

68852JL.R1040 

zsg701121257.hl 

BLASTX 

g4455309 

233 

2.0e-19 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



56 

(AL035528) hypothetical protein [Arabidopsis thaliana] 
19661 

68852_2.R1040 

xpa700793868.hl 

BLASTN 

g4097879 

54 

1.0e-21 

106 

88 

Bean pod mottle virus complete segment RNAl polyprotein 
gene, complete cds 

19662 

68860J..R1040 

fua701039462.hl 

BLASTX 

g2739168 

270 

1.0e-23 

121 
47 

(AF032386) aldose- 1-epimerase-like protein [Nicotiana 
tabacum] 

19663 

68860_2.R1040 
LIB3109-048-Q1-K1-C4 

19664 

68863_1.R1040 
LIB3109-048-Q1-K1-C7 

19665 

68877_1.R1040 
LIB3109-050-Q1-K1-B8 

19666 

68893JL.R1040 

uC-gmropic090c02bl 

BLASTX 

g2827637 

196 

7.0e-15 

104 

38 

(AL021636) putative protein [Arabidopsis thaliana] 
19667 

68922JL.R1040 

LIB3109-052-Q1-K1-D6 

BLASTX 

g4508069 

503 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



5.0e-51 

142 

61 

(AC005882) 1224 6 [Arabidopsis thaliana] 
19668 

68935_1.R1040 
LIB3139-034-P1-N1-D9 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19669 

68939JL.R1040 
LIB3109-052-Q1-K1-F5 

19670 

68942_1.R1040 
LIB3109-052-Q1-K1-F9 

19671 

68944_1.R1040 
kll701213119.hl 

19672 

68951JL.R1040 

LIB3109-056-Q1-K1-H1 

BLASTX 

gl652217 

176 

1.0e-12 

55 

56 

(D90903) hypothetical protein [Synechocystis sp.] 
19673 

68951_2.R1040 

kmv700740647.hl 

BLASTX 

g!652217 

327 

3.0e-30 

133 

50 

(D90903) hypothetical protein [Synechocystis sp.] 
19674 

68955JL. R1040 

LIB3109-052-Q1-K1-H6 

BLASTX 

g2499466 

158 

3.0e-10 

91 

38 

PHOSPHOENOLPYRUVATE CARBOXYLASE (PEPCASE) 

>gi_1086118_pir S37072 phosphoenolpyruvate carboxylase (EC 

4.lTl.31) - Flaveria australasica >gi__397 915_emb_CAA81072_ 
(Z25853) phosphoenolpyruvate carboxylase [Flaveria 
australasica] 
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Seq. No. 

Contig ID 
5' -most EST 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19675 

68965JL.R1040 
uC-gmropic009c03bl 

19676 

68974_1.R1040 

dpv701097132.hl 

BLASTX 

g4455359 

608 

3.0e-63 

165 

74 

(AL035524) putative protein [Arabidopsis thaliana] 
19677 

68974_2.R1040 

LIB3109-054-Q1-K1-B7 

BLASTN 

g2656031 

59 

3.0e-24 

115 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXC20 



Seq. No. 


19678 


Contig ID 


68976 1.R1040 


5' -most EST 


LIB3109-054-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4262234 


BLAST score 


227 


E value 


1.0e-18 


Match length 


63 


% identity 


70 


NCBI Description 


(AC006200) unknown protein 


Seq. No. 


19679 


Contig ID 


68981 1.R1040 


5' -most EST 


LIB3109-054-Q1-K1-C2 


Seq. No. 


19680 


Contig ID 


68992 1.R1040 


5' -most EST 


g5126989 


Method 


BLASTX 


NCBI GI 


g4557060 


BLAST score 


844 


E value 


1.0e-90 


Match length 


271 


% identity 


76 


NCBI Description 


(AC007154) putative chromos 



Seq. No. 
Contig ID 



partial [Arabidopsis thaliana] 
19681 

68995 1.R1040 
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5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zpv700762911.hl 
19682 

69005_1.R1040 
fde700872722.hl 

19683 

69006_1.R1040 

crh700850315.hl 

BLASTX 

gl369852 

731 

2.0e-77 

239 

61 

(L46702) kinesin heavy chain-like protein [Solanum 
tuberosum] 



19684 

69015_1.R1040 
uC-gmronoir045f 06bl 

19685 

69016JL.R1040 
LIB3109-054-Q1-K1-G9 

19686 

69053JL.R1040 
pxt700944748.hl 

19687 

69063_1.R1040 
LIB3109-056-Q1-K1-B5 

19688 

69066_1.R1040 

uC-gmrominsoy294a02bl 

BLASTX 

g4056493 

351 

5.0e-33 

188 

40 

(AC005896) unknown protein 



[Arabidopsis thaliana] 



19689 

69072_1.R1040 

LIB3109-057-Q1-K1-B3 

BLASTX 

g4262225 

232 

3.0e-19 

88 

48 

(AC006200) putative phosphatidic acid phosphatase 
[Arabidopsis thaliana] 
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CI 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19690 

69075JL.R1040 
jC-gmle01810077ellal 

19691 

69094_1.R1040 

fde700876954.hl 

BLASTX 

g3850583 

197 

3.0e-15 

52 
71 

(AC005278) Contains similarity to transcription initiation 
factor HE, alpha subunit gb_X63468 from Homo sapiens. 
[Arabidopsis thaliana] 

19692 

69099_1.R1040 

LIB3139-036-P1-N1-G6 

BLASTX 

g2827700 

110 

6.0e-13 

62 
69 

(AL021684) DEAD box ATP dependent helicase protein 
[Arabidopsis thaliana] 



Seq. No. 


19693 


Contig ID 


69108 1.R1040 


5 '-most EST 


LIB3109-016-Q1-K1-D12 


Seq. No. 


19694 


Contig ID 


69110 1.R1040 


5' -most EST 


leu701145604.hl 


Method 


BLASTX 


NCBI GI 


g3047124 


BLAST score 


562 


E value 


2.0e-57 


Match length 


235 


% identity 


51 


NCBI Description 


(AF058919) No definition line 


Seq. No. 


19695 


Contig ID 


69110 2.R1040 


5' -most EST 


jC-gmro02910066fl0al 


Method 


BLASTX 


NCBI GI 


g3047101 


BLAST score 


369 


E value 


5.0e-35 


Match length 


162 


% identity 


46 


NCBI Description 


(AF058919) Similar to protein 



[Arabidopsis thaliana] 
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II 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig,. ID 

5' -most' EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 



19696 

69110_3.R1040 
jC-gmle01810045clldl 

19697 

69111_1.R1040 
LIB3109-057-Q1-K1-G1 

19698 

69115_1.R1040 

LIB3109-057-Q1-K1-G4 

BLASTX 

g2252847 

291 

2.0e-29 

98 
73 

(AF013293) No definition line found [Arabidopsis thaliana] 
19699 

69127_1.R1040 
LIB3109-048-Q1-K1-A4 

19700 

69136JL.R1040 

LIB3109-011-Q1-K1-C12 

BLASTN 

g3255942 

171 

6-0e-91 

454 

Catharanthus roseus mRNA for type 2A Ser/Thr protein 
phosphatase 

19701 

69144_1.R1040 
LIB3109-035-Q1-K4-B10 

19702 

69155JL.R1040 

LIB3109-001-Q1-K4-E5 

BLASTX 

g4455304 

289 

6.0e-26 

97 

61 

(AL035528) hypothetical protein [Arabidopsis thaliana] 
19703 

69163_1.R1040 

LIB3109-001-Q1-K4-F4 

BLASTX 

g2244876 

473 

1.0e-47 
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Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



# 

111 
77 

(Z97338) hypothetical protein [Arabidopsis thaliana] 
19704 

69182JL.R1040 
LIB3109-001-Q1-K4-H2 

19705 

69187JL.R1040 
LIB3109-001-Q1-K2-A2 
BLASTX 
g2598575 
231 

6.0e-19 
145 
33 

(Y15293) MtN21 [Medicago truncatula] 
19706 

69210J..R1040 
LIB3109-001-Q1-K4-D8 

19707 

69255JL.R1040 
LIB3109-002-Q1-K3-G9 

19708 

69369_1.R1040 
LIB3170-031-Q1-J1-C9 

19709 

69369_2.R1040 
g5509340 
BLASTN 
g3241927 
40 

4.0e-13 
128 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MTE17, complete sequence [Arabidopsis thaliana] 

19710 

69377JL.R1040 
zsg701126406.hl 

19711 

69377_2.R1040 
jC-gmfl02220060gl0al 

19712 

69381_1.R1040 

jC-gmro02910051hllal 

BLASTX 

g3242789 

932 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 



1.0e-106 

288 
64 

(AF055357) respiratory burst oxidase protein D [Arabidopsis 
thaliana] 

19713 

69385JL.R1040 

LIB3109-005-Q1-K1-G4 

BLASTX 

g2781363 

201 

3.0e-15 

148 
40 

(AC003113) F2401.19 [Arabidopsis thaliana] 
19714 

69386JL.R1040 

smc700746318.hl 

BLASTX 

g2924509 

724 

1.0e-76 

216 

64 

(AL022023) subtilisin proteinase - like [Arabidopsis 
thaliana] 

19715 

69391JL.R1040 
fua701041082.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



19716 

69405_2.R1040 

LIB3138-123-Q1-N1-E1 

BLASTX 

gl617274 

471 

3.0e-47 

127 
69 

(Z72152) AMP-binding protein [Brassica napus] 
19717 

69412_1.R1040 
zsg701126292.hl 

19718 

69433JL.R1040 

LIB3109-007-Q1-K1-A4 

BLASTX 

g3885339 

390 

1.0e-37 

141 

52 
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NCBI Description 


(AC005623) putative b 


Seq. No. 


19719 


Contig ID 


69441 1.R1040 


5' -most EST 


LIB3109-007-Q1-K1-F12 


Method 


BLASTN 


NCBI GI 


gou 1 Zbl 


BLAST score 


129 


E value 


3.0e-66 


Match length 


229 


% identity 


99 


NCBI Description 


Human ferritin heavy 


Seq. No. 


19720 


Contig ID 


69450 1.R1040 


5 '-most EST 


zsg701120628.hl 


Method 


BLASTX 


NCBI GI 


g2129755 


BLAST score 


591 


E value 


4.0e-61 


Match length 


175 


% identity 


70 


NCBI Description 


tryptophan synthase ( 




thaliana >gi_619753 ( 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.2.1.20) alpha chain - Arabidopsis 
1 993) tryptophan synthase alpha 

chain [Arabidopsis thaliana] >gi_15857 68_prf 2201482A Trp 

synthase :SUBUNIT=alpha [Arabidopsis thaliana] 

19721 

69456JL.R1040 
LIB3109-007-Q1-K1-D4 

19722 

69465JL.R1040 

pxt700943173.hl 

BLASTX 

g3327868 

303 

2.0e-27 

122 

58 

(AB012912) COPl-Interacting Protein 7 (CIP7) [Arabidopsis 
thaliana] 

19723 

69475_1.R1040 

vwf700678492.hl 

BLASTX 

g4185129 

353 

2.0e-33 

165 

47 

(AC005724) unknown protein [Arabidopsis thaliana] 
>gi_4218012 (AC006135) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 



19724 
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Contig ID 


69476 1.R104Q 


5 f -most EST 


LIB3109-007-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


gl931645 


BLAST score 


697 


E value 


2. Oe-73 


Match length 


162 


% identity 


83 


NCBI Description 


(U95973) Fe(II) transporter isolog [Arabidopsis 


Seq. No. 


19725 


Contig ID 


69493 1.R1040 


5 '-most EST 


LIB31 0*9-00 9-Q1-K1-F1 


Sea. No. 


19726 


Contig ID 


69496 1.R1040 


5' -most EST 


LIB3109-009-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3451474 


BLAST score 


647 


E value 


1.0e-67 


Match length 


258 


% identity 


50 


NCBI Description 


(AL03134 9) conserved hypothetical protein 




[Schizosaccharomyces pombe] 


Seq. No. 


19727 


Contig ID 


69504JL.R1040 


5 1 -most EST 


uC-gmrominsoyl69c09bl 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19728 

69508_1.R1040 

LIB3138-084-P1-N1-A7 

BLASTN 

g218327 

435 

0.0e+00 

882 

87 

Vigna angularis mRNA for peroxidase basic isozyme 
(monomer) , complete cds 

19729 

69508_2.R1040 

g5687832 

BLASTN 

g218327 

154 

4.0e-81 

379 

88 

Vigna angularis mRNA for peroxidase basic isozyme 
(monomer) , complete cds 



Seq. No. 
Contig ID 
5 '-most EST 



19730 

69509JL.R1040 
uC-gmropic064e01bl 



3187 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19731 

69523J..R1040 

rca700998774.hl 

BLASTX 

g2213907 

307 

9.0e-28 

221 
37 

(AF004837) putative vacuolar protein sorting homolog 
[Aspergillus fumigatus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19732 

69533JL.R1040 

uC-gmropic071fQ4bl 

BLASTX 

g2789434 

381 

1.0e-36 

98 
70 

(AB001389) CLB1 [Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19733 

69536J..R1040 

zpv700758841.hl 

BLASTX 

g!170619 

405 

5.0e-39 

243 

47 

KINESIN-LIKE PROTEIN A >gi_47 9594_pir S34830 

kinesin-related protein katA - Arabidopsis thaliana 
>giJ303502_dbjJSAA01972_ (D11371) kinesin-like motor 
protein heavy chain [Arabidopsis thaliana] 
>gi_2911084_emb_CAA1754 6_ (AL021960) kinesin-related 
protein katA [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 1 -most EST 



19734 

69548_2.R1040 
sat701005288.hl 



Seq. No. 

Contig ID 
5 1 -most EST 



19735 

69549JL.R1040 
pxt700946470.hl 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



19736 

69553JL.R1040 

LIB3109-011-Q1-K1-A6 

BLASTX 

gl730616 

324 

1.0e-29 

151 
44 
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NCBI Description 



HYPOTHETICAL 32.4 KD PROTEIN IN TAF40-ERV25 INTERGENIC 

REGION >gi_1084 919_pir S55105 hypothetical protein YML014w 

- yeast (Saccharomyces cerevisiae) >gi_854 476_emb_CAA89938_ 
(Z4 9810) unknown [Saccharomyces cerevisiae] 



Seq. No, 


19737 


Contig ID 


69567 1.R1040 


5 '-most EST 


hrw701060783.hl 


Method 


BLASTX 


NCBI GI 


g3928099 


BLAST score 


352 


E value 


4.0e-33 


Match length 


199 


% identity 


20 


NCBI Description 


(AC005770) unknown protein [Arabidopsis thaliana] 


Seq, No. 


19738 


Contig ID 


69588 1.R1040 


5 '-most EST 


zzp700833171.hl 


Method 


BLASTX 


NCBI GI 


g3914359 


BLAST score 


983 


E value 


l.Oe-111 


Match length 


234 


% identity 


84 


NCBI Description 


PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



( PHOS PHATI DYLCHOLINE-HYDROLYZ ING PHOSPHOLIPASE D) 
>gi_192897 9 (U92656) phospholipase D [Vigna unguiculata] 

19739 

69590JL.R1040 

jC-gmro02910038e09al 

BLASTX 

g2499872 

185 

3.0e-13 

223 
30 

TRIPEPTIDYL-PEPTIDASE II (TPP II) (TRIPEPTIDYL 

AMINOPEPT I DASE ) >gi__2 13783 6_pir 1 48855 

tripeptidyl -peptidase II (EC 3.4.14.10) - mouse 
>gi_575955_emb_CAA57103_ (X81323) tripeptidyl -peptidase ii 
[Mus musculus] 

19740 

69590_2. R1040 

zpv700758176.hl 

BLASTX 

gl36107 

194 

8.0e-22 

359 

27 

TRIPEPTIDYL-PEPTIDASE II (TPP II) (TRIPEPTIDYL 
AMINOPEPTIDASE) >gi_1082875_pir S5437 6 

tripeptidyl -peptidase II (EC 3.4.14.10) - human >gi_339880 
(M73047) tripeptidyl peptidase II [Homo sapiens] 
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>gi_4507 657_ref_NP_003282.1_pTPP2_ tripeptidyl peptidase II 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 r -most EST 

Seq. No. 
Contig ID 
5' -most EST 



19741 

69592_1.R1040 
LIB3109-012-Q1-K1- 



■B8 



19742 

69607_1.R1040 

LIB3109-012-Q1-K1-D6 

BLASTX 

g416873 

324 

1.0e-29 

159 
48 

3-HYDROXYISOBUTYRATE DEHYDROGENASE PRECURSOR (HIBADH) 

>gi_111295_pir A32867 3-hydroxyisobutyrate dehydrogenase 

(EC 1.1.1.31) precursor - rat (fragment) >gi_556389 
(JO 4 628) 3-hydroxyisobutyrate dehydrogenase [Rattus * 
norvegicus] 

19743 

69621JL.R1040 
LIB3138-065-Q1-N1-C2 

19744 

69627JL.R1040 
LIB3109-013-Q1-K1-E4 

19745 

69628JL.R1040 
asn701133480.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19746 

69642JL.R104Q 

eep700866849.hl 

BLASTX 

g2499710 

781 

1.0e-136 

361 

61 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
( PHOS PHAT I D YLCHOLINE -H YDROLY 2 ING PHOSPHOLIPASE D) 
>gi__1438075 (L33686) phospholipase D [Ricinus communis] 

19747 

69643J..R1040 

ncj700978815.hl 

BLASTX 

g3024371 

156 

3.0e-10 

114 

38 

PEROXIN-12 >gi_1938367 (U91521) peroxin 12 [Homo sapiens] 
>gi_1938369 (U91522) peroxin 12 [Homo sapiens] 
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>gi_3308973_dbj_BAA31559_ (AB004546) peroxisome assembly 
factor-3 (PAF-3) [Homo sapiens] 

>gi_4505721_ref_NP_000277.1_pPEX12_ peroxisomal biogenesis 
factor 



Seq. No. 
Contig ID 
5 '-most EST 



19748 

69666J..R1040 
LIB3109-014-Q1-K1-B2 



Seq. No. 

Contig ID 
5 ' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



19749 

69677JL.R1040 
LIB3109-014-Q1-K1-H11 

19750 

69680JL.R1040 

uC-gmflminsoy089c06bl 

BLASTX 

g!14974 

287 

9.0e-26 

79 

63 

NON-CYANOGENIC BETA-GLUCOSIDASE PRECURSOR 

>gi_674 91__pir GLJY31 beta-glucosidase (EC 3.2.1.21) 

precursor (clone TRE361) - white clover 
>gi_21955_emb_CAA40058.1_ (X56734) beta-glucosidase 
[Trifolium repens] 

19751 

69681JL.R1040 

LIB3109-014-Q1-K1-H5 

BLASTX 

g3928862 

142 

1.0e-08 

87 
38 

(AF089710) disease resistance protein RPP8 [Arabidopsis 
thaliana] 

19752 

69698_1.R1040 

LIB3109-015-Q1-K1-B11 

BLASTX 

gl477468 

141 

1.0e-08 

108 

33 

(U35244) vacuolar protein sorting homolog r-vps33a [Rattus 
norvegicus] 

19753 

69699JL.R1040 
pxt700941011.hl 



Seq. No. 



19754 
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Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



69706J..R1040 
LIB3109-015-Q1-K1-B9 

19755 

69716JL.R1040 

LIB3138-050-Q1-N1-C8 

BLASTX 

g2914700 

1689 

0.0e+00 

366 

91 

(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 
thaliana] 

19756 

69724JL.R1040 
jC-gmle01810016h03al 

19757 

69746JL.R1040 

LIB3109-016-Q1-K1-D11 

BLAST N 

g4519187 

41 

1.0e-13 

116 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone 
K1G2, complete sequence 

19758 

69764_1.R1040 
LIB3109-016-Q1-K1-F2 

19759 

697 7 6 J.. RIO 40 

wvk700684868.hl 

BLASTX 

g2943792 

567 

3.0e-58 

144 

76 

(AB006809) PV72 [Cucurbita sp.] 
19760 

69776__2.R1040 
gsv701054481.hl 

19761 

69787_1.R1040 
LIB3109-017-Q1-K1-D7 

19762 

69789JL.R1040 
LIB3109-017-Q1-K1-D9 



3192 



© 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



BLASTX 

g 4454470 

191 

3.0e-14 

85 
56 

(AC006234) 
thaliana] 



putative sugar transporter [Arabidopsis 



19763 

69790JL.R1040 
LIB3109-017-Q1-K1-E1 

19764 

69793_1.R1040 
LIB3139-012-P1-N1-E8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



19765 

69795J..R1040 

crh700851675.hl 

BLASTN 

g2246441 

178 

3.0e-95 

556 

85 

Pisum sativum farnesyltransf erase alpha subunit mRNA, 
complete cds 

19766 

69795_2.R1040 

LIB3109-017-Q1-K2-E8 

BLASTN 

g2246441 

198 

1.0e-107 

518 
85 

Pisum sativum farnesyltransf erase alpha subunit mRNA, 
complete cds 

19767 

69807__1.R1040 

LIB3109-017-Q1-K1-F6 

BLASTX 

g4455213 

287 

4.0e-29 

124 

64 

(AL035440) 
thaliana] 



glutamine amidotransf erase/cyclase [Arabidopsis 



19768 

69809JL.R1040 

jC~gmro02910007e03al 

BLASTX 



3193 



NCBI GI 


g4490309 


lj±jt\iD 1. o j_ c 


503 


E value 


8.0e-51 


Match length 


145 


% identity 


67 




( "3 ^ f^*7 R } nArrivi H»«!P ATP1 7;^ — 1 t kp n*rri"h p-i n r At* a "hi Hnri<3 
\ iaxj u _> jd / o ^ tv'C.x sja.xixcid c ri. ± it x / o. x x piuucxii ^ nx awiuuyo 




thaliana] 


Seq. No. 


19769 


Print i a TD 


69810 1 R1040 


5' -most EST 


LIB3109-017-Q1-K1-G11 


Seq. No. 


19770 


Contig ID 


69821 1.R1040 


5* -most EST 


LIB3109-017-Q1-K2-H7 


Seq. No. 


19771 


Contig ID 


69830_1.R1040 


5' -most EST 


uC-gmflminsoy067a03bl 


Method 


BLASTX 


NCBI GI 


g4455335 


BLAST score 


346 


E value 


2.0e-32 


Match length 


176 




47 


NCBI Description 


(AL035525) putative protein [Arabidopsis thaliana] 


Seq. No. 


19772 


Contig ID 


69832_1.R1040 


5' -most EST 


uC-gmrominsoyl27el2bl 


Seq. No. 


19773 


Contig ID 


69846_1.R1040 


5 '-most EST 


uC-gmropic062dllbl 


Method 


BLASTX 


L\ J-J -L VJ _L 


cr4539335 

y i j j«y j j j 


BLAST score 


239 


E value 


1.0e-20 


Match length 


78 


% identity 


55 


NCBI Description 


(AL035539) putative protein [Arabidopsis thaliana] 


Seq. No. 


19774 


Contig ID 


69857 1.R1040 


5 1 -most EST 


dpv701099707,hl 


Method 


BLASTX 


MfRT (IT 


y^rivJ / WOO 


BLAST score 


197 


E value 


3.0e-15 


Match length 


75 


% identity 


52 


NCBI Description 


(AJ001911) putative Ckc2 [Arabidopsis thaliana] 


Seq. No. 


19775 


Contig ID 


69860 1.R1040 


5 '-most EST 


LIB3109-019-Q1-K1-A6 



3194 



® 



Seg. No. 

Contig ID 
5' -most EST 

Seg. No. 
Contig ID 
5" -most EST 

Seg. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seg. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seg. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seg. No. 
Contig ID 
5 1 -most EST 

Seg. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19776 

69892_1.R1040 
LIB3138-120-Q1-N1-F6 

19777 

69893_1.R1040 
asn701138050.hl 

19778 

69901JL.R1040 

zpv700758490.hl 

BLASTX 

g4220515 

280 

9.0e-25 

120 

51 

(AL035356) putative protein [Arabidopsis thaliana] 
19779 

69909_1.R1040 

uC-gmrominsoy035c06bl 

BLASTX 

g2244765 

153 

1.0e-09 

159 

21 

(Z97335) hypothetical protein [Arabidopsis thaliana] 
19780 

69910_1.R1040 

ssr700559508.hl 

BLASTX 

g3450842 

516 

2.0e-53 

201 

57 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 

19781 

69924JL.R1040 
LIB3109-021-Q1-K1-A12 

19782 

69935_1.R1040 

jC-gmst02400075d07al 

BLASTX 

g3559805 

1259 

1.0e-139 

270 
79 

(AJ006787) putative phytochelatin synthetase [Arabidopsis 
thaliana] 
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Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



19783 

69936_1.R1040 

LIB3109-021-Q1-K2-B6 

BLASTX 

g3335361 

573 

3.0e-59 
126 

84 , 
(AC003028) putative acyltransf erase [Arabidopsis thalianaj 

19784 

69939_1.R1040 
LIB3109-021-Q1-K1-B9 



Seq. No. 
Contig ID 
5 1 -most EST 



19785 

69944_1.R1040 
jC-gmfl02220083c03al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19786 

69947JL.R1040 

LIB3109-021-Q1-K2-D1 

BLASTN 

g2920665 

123 

1.0e-62 

139 
97 

Glycine max 2,4-D inducible glutathione S-transf erase 
(GSTa) mRNA, complete cds 



Seq. No. 
Contig ID 
5' -most EST 



19787 

69949_JL.R1040 
hrw701060710.hl 



Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19788 

69979JL.R1040 

bth700844892.hl 

BLASTX 

g3522933 

681 

2.0e-71 

225 

68 

(AC004411) putative anion exchange protein 3 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



19789 

69989__1.R1040 

cle700967704.hl 

BLASTX 

g2961357 

818 

9.0e-88 

189 

80 
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NCBI Description 


(ALQ22140) putative protein [Arabidopsis thaliana] 


Seq. No. 


19790 


Contig ID 


70015JL.R1040 


5 ? -most EST 


uC-gmf Iminsoy001c04bl 


Method 


BLASTX 


NCBI GI 


g4240169 


BLAST score 


154 


E value 


6.0e-10 


Match length 


163 


% identity 


11 


NCBI Description 


(AB020647) KIAA0840 protein [Homo sapiens] 


Seq, No. 


19791 


Contig ID 


70025 1.R1040 


5 '-most EST 


uC-gmropic099f07bl 


Method 


BLASTX 


NCBI GI 


g4103635 


BLAST score 


242 


E value 


3.0e-21 


Match length 


137 


% identity 


42 


NCBI Description 


(AF026538) ABA-responsive protein [Hordeum vulgare] 


Seq. No. 


19792 


Contig ID 


7Q026_1.R1040 


5' -most EST 


uC-gmronoir07 6dl2bl 


Seq. No. 


19793 


Contig ID 


70032 1.R1040 


5' -most EST 


pcp700992064.hl 


Method 


BLASTX 


NCBI GI 


g4006914 


BLAST score 


1195 


E value 


1.0e-132 


Match length 


286 


% identity 


78 


NCRT Dpcfri nt"i on 






[Arabidopsis thaliana] 


Seq. No. 


19794 


Contig ID 


70042 1.R1040 


5' -most EST 


LIB3109-027-Q1-K1-F10 


Seq. No. 


19795 


Contig ID 


70044 1.R1040 


5 1 -most EST 


trc700563856.hl 


Method 


BLASTX 


NCBI GI 


g2253583 


BLAST score 


223 


E value 


2.0e-18 


Match length 


61 


% identity 


74 


NCBI Description 


(U78721) hypothetical protein [Arabidopsis thaliana. 


Seq. No. 


19796 


Contig ID 


70061_1.R1040 
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5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -mo st EST 



LIB3109-027-Q1-K1-H4 

BLASTN 

g2398665 

82 

3.0e-38 

294 
82 

Lupinus albus mRNA for PR protein class 
19797 

70063JL.R1Q40 

seb700651578.hl 

BLASTX 

g4371293 

239 

4.0e-20 

106 

48 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
19798 

70079_1.R1040 
gsv701044790.hl 

19799 

70088JL.R1040 

leu701156317.hl 

BLASTX 

g4455293 

223 

5.0e-18 

90 
52 

(AL035528) putative protein [Arabidopsis thaliana] 
19800 

70089JL.R1040 
LIB3109-028-Q1-K1-G4 



Seq. No. 

Contig ID 
5 '-most EST 



19801 

70089_2.R1040 
wvk700685417.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19802 

70090JL.R1040 

LIB3109-028-Q1-K1-G5 

BLASTX 

g3928543 

376 

5,0e-36 

172 

53 

(AB016819) 
thaliana] 



UDP-glucose glucosyltransf erase [Arabidopsis 



Seq. No. 
Contig ID 



19803 

70092 1.R1040 
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o 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



leu701148404.hl 

BLASTX 

g3377810 

505 

4.0e-51 

183 
57 

(AF07 6275) contains similarity to glutaredoxins 
[Arabidopsis thaliana] 

19804 

70096_1.R1040 
uC-gmropic018bl2bl 



Seq. No. 

Contig ID 
5 f -most EST 



19805 

70097JL.R1040 
LIB3109-028-Q1-K1-H11 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
pNCBI GI 
h|jBLAST score 
ffp value 
Jilatch length 
'"IS identity 
%CBI Description 



Seq. No. 

dqntig ID 
i*-most EST 



19806 

70129_1.R1040 

zzp700832851.hl 

BLASTX 

gll69863 

149 

3.0e-ll 

73 

60 

G-BOX BINDING FACTOR 4 
[Arabidopsis thaliana] 



>gi_403418 (U01823) GBF4 
>gi_4204292 (AC003027) lcl_prt_seq 



No definition line found [Arabidopsis thaliana] 
19807 

70140_1.R1040 
sat701009966.h2 



No. 

Coiltig ID 

5'"Soaost EST 

Method 

NCBf GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19808 

70148_1.R1040 

leu701155953.hl 

BLASTX 

g4056432 

733 

8.0e-78 

194 

72 

(AC005990) Similar to gi_2245014 glucosyltransf erase 
homolog from Arabidopsis thaliana chromosome 4 contig 
gb_Z97341. ESTs gb_T20778 and gb_AA586281 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



19809 

70159JL.R1040 

ncj700986583.hl 

BLASTX 

g2702370 

231 

7.0e-19 

85 



3199 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No, 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 
Method 



47 

(AF038604) contains similarity to Drosophila ovarian tumor 
locus protein (GB:X13693) [Caenorhabditis elegans] 

19810 

70164_1.R1040 
LIB3109-031-Q1-K1-A5 

19811 

70180JL.R1040 
gsv701046275.hl 

19812 

70194_1.R1040 
txt700733344.hl 



19813 

70195_1.R1040 

LIB3109-031-Q1-K1-H4 

BLASTX 

g3256068 

486 

6.0e-49 

119 

76 

(Y14068) Heat Shock Factor 



3 [Arabidopsis thaliana] 



19814 

70195_2.R1040 

fC-gmfl700909342al 

BLASTX 

g729775 

267 

2.0e-23 

75 

67 

HEAT SHOCK FACTOR PROTEIN HSF8 (HEAT SHOCK TRANSCRIPTION 
FACTOR 8) (HSTF 8) (HEAT STRESS TRANSCRIPTION FACTOR) 

>gi_100264_pir S25481 heat shock transcription factor 8 - 

Peruvian tomato >gi_19492_emb_CAA47869_ (X67600) heat shock 
transcription factor 8 [Lycopersicon peruvianum] 

19815 

70204_1.R1040 

LIB3109-032-Q1-K1-A7 

BLASTX 

g4468981 

362 

2.0e-34 

91 

71 

(AL035605) f ormamidase-like protein [Arabidopsis thaliana] 
19816 

70205_1.R1040 

LIB3109-032-Q1-K1-A4 

BLASTX 



3200 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4510348 
648 

1.0e-67 

216 
51 

(AC006921) unknown protein [Arabidopsis thaliana] 
19817 

70210_1.R1040 

kll701206659.hl 

BLASTX 

gl531758 

928 

1.0e-100 

208 
77 

(X98772) AUX1 [Arabidopsis thaliana] >gi_3335360 (AC003028) 
unknown protein [Arabidopsis thaliana] 

19818 

70210_2.R1040 

uC-gmropic027d05bl 

BLASTX 

g!531758 

388 

1.0e-37 

87 
78 

(X98772) AUX1 [Arabidopsis thaliana] >gi_3335360 (AC003028) 
unknown protein [Arabidopsis thaliana] 

19819 

70219_1.R1040 

leu701149925.hl 

BLASTX 

g2246380 

323 

1.0e-29 

144 

59 

(Z86095) peptidyl -prolyl cis-trans isomerase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



19820 

70237_1.R1040 
jC-gmro02800032a04al 

19821 

70241_1.R1040 
taw700654316.hl 



Seq. No. 
Contig ID 
5' -most EST 



19822 

70247_1.R1040 
LIB3109-033-Q1-K1-C11 



Seq. No. 

Contig ID 



19823 

70247 2.R1040 



3201 



5' -most EST 


sat701003304.hl 


Seq. No. 


19824 


Contig ID 


70249 1.R104Q 


5' -mo st EST 


LIB3109-033-Q1-K1-C2 


Seq. No. 


19825 


Contig ID 


70252 1.R1040 


5 T -most EST 


kmv700740832.hl 


Method 


BLASTX 


NCBI GI 


gl653089 


BLAST score 


236 


E value 


9.0e-20 


Match length 


66 


% identity 


62 


NCBI Description 


(D90911) hypothetical 


Seq. No. 


19826 


Contig ID 


70259 1.R1040 


5 1 -most EST 


LIB3109-033-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl362017 


BLAST score 


167 


E value 


2.0e-ll 


Match length 


136 


% identity 


38 


NCBI Description 


zinc finger protein 4 



Seq. No. 
Contig ID 
5 '-most EST 



Arabidopsis thaliana >gi_790679 
(L39647) zinc finger protein [Arabidopsis thaliana] 

19827 

70263_1.R1040 
LIB3109-033-Q1-K1-D5 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19828 

70269JL.R1040 

seb700653980.hl 

BLASTX 

g4512659 

430 

2.0e-42 

168 

55 

(AC006931) putative protein kinase [Arabidopsis thaliana] 
>gi_4544465_gb_AAD22372.1_AC006580_4 (AC006580) putative 
protein kinase [Arabidopsis thaliana] 

19829 

7G272J..R1040 

LIB3109-034-Q1-K1-A9 

BLASTX 

g577301 

380 

3.0e-36 

234 

36 

(D42044) The ha3523 gene product is related to S.cerevisiae 
gene product located in chromosome III. [Homo sapiens] 



3202 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19830 

70276_1.R1040 

LIB3109-034-Q1-K1-B2 

BLASTX 

gl36140 

209 

l-0e-16 

117 
36 

PUTATIVE AC 9 TRANS POSASE >gi_72973_pir_ 
transposase - maize transposon Ac9 



_TQZMCA probable 



19831 

70296JL.R1040 

LIB3109-034-Q1-K1-D12 

BLASTX 

g2827715 

473 

1.0e-47 

133 

24 

(AL021684) receptor protein kinase - like protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



19832 

70302_1.R1040 

jC-gmle01810040b06al 

BLASTX 

g2191140 

436 

8.0e-43 

184 

53 

(AF007269) contains weak similarity to MYB-related proteins 
[Arabidopsis thaliana] 

19833 

70306JL.R1040 

g4306317 

BLASTX 

gl507699 

205 

7.0e-16 

78 
50 

(L81119) COL2 [Arabidopsis thaliana] >gi_1507701 (L81120) 
C0L2 [Arabidopsis thaliana] 

19834 

70310_1.R1040 

jC-gmle01810046f06al 

BLASTX 

g2459412 

211 

1.0e-22 
183 



3203 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -mo st EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



41 

(AC002332) putative G9a protein [Arabidopsis thaliana] 



19835 

70317JL.R1Q40 

uC-gmflminsoy072d08bl 

BLASTX 

g2326372 

570 

6.0e-59 

142 

78 

(Y14404) putative arabinose kinase 



[Arabidopsis thaliana] 



19836 

70323JL.R1040 
uC~gmflminsoy032g08bl 

19837 

70406JL.R1040 

LIB3109-035-Q1-K6-A11 

BLASTX 

g4539401 

486 

2.0e-48 

231 

48 

(AL035526) putative protein [Arabidopsis thaliana] 
19838 

70418JL.R1040 
ssr700559817.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. • 
Contig ID 
5' -most EST 



19839 

70438JL.R1040 

LIB3109-035-Q1-K6-H9 

BLASTX 

g2829897 

145 

4.0e-09 

51 

53 

(AC002311) Unknown protein [Arabidopsis thaliana] 
19840 

70470JL.R1040 
LIB3139-106-P1-N1-E5 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



19841 

70489JL.R1040 

wrg700787588.hl 

BLASTX 

g2494266 

528 

1.0e-53 

130 
83 



3204 



NCBI Description GTP-BINDING PROTEIN LEPA >gi_1653961_dbj_BAA18871_ (D90917) 
LepA [Synechocystis sp.] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



19842 

70496_1.R1040 

LIB3109-036-Q1-K1-D4 

BLASTX 

g3878264 

160 

1.0e-10 

66 

45 

(Z75712) Similarity to some prokaryotic esterases; cDNA EST 
EMBL:D71448 comes from this gene; cDNA EST EMBL:D74156 
comes from this gene [Caenorhabditis elegans] 

19843 

70501_JL.R1040 
gsv701056012.hl 

19844 

70504_1.R1Q40 

kmv700738941.hl 

BLASTX 

g461812 

264 

5.0e-23 

83 

57 

CYTOCHROME P450 72 (CYPLXXII) (PROBABLE 

GERANIOL- 10 -HYDROXYLASE ) (GE10H) >gi_167484 (L10081) 

Cytochrome P-450 protein [Catharanthus roseus] 

>gi__445604j?rf 1909351A cytochrome P450 [Catharanthus 

roseus] 

19845 

70521_1.R1040 

jC-gmro02800031a02al 

BLASTX 

g4415910 

292 

9.0e-26 

337 
29 

(AC006282) hypothetical protein [Arabidopsis thaliana] 
19846 

70525_1.R1040 
LIB3109-037-Q1-K1-D2 

19847 

70531_1.R1040 
leu701150836.hl 



Seq. No. 
Contig ID 
5' -most EST 



19848 

70533_1.R1040 
LIB3109-037-Q1-K1-E12 



3205 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4490756 

252 

1.0e-21 

79 
61 

(AL035708) 



hypothetical protein [Arabidopsis thaliana] 



19849 

70533_2.R1040 

leu701156582.hl 

BLASTX 

g4490756 

348 

7.0e-33 

105 

62 

(AL035708) hypothetical protein [Arabidopsis thaliana] 



19850 

70537J..R1040 

uC-gmrominsoy053a09bl 

BLASTX 

gl732363 

301 

6.0e-27 

188 

40 

(U80270) early fruit mRNA 



[Malus domestica] 



19851 

70541_1.R1040 

uC-gmropic037 alibi 

BLASTX 

g3242785 

237 

1.0e-19 

146 

42 

(AF055355) respiratory burst oxidase protein C [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 f -most EST 



19852 

70541_2.R1040 
LIB3109-037-Q1-K1-E9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19853 

70553JL.R1040 

LIB3109-037-Q1-K1-G1 

BLASTX 

g3786008 

238 

9.0e-20 

152 

45 

(AC0054 99) unknown protein [Arabidopsis thaliana] 



3206 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



19854 

70554JL.R1040 
LIB3109-037-Q1-K1-G11 

19855 

70565J..R104Q 

jex700906266.hl 

BLASTX 

g3928084 

410 

5.0e-40 

161 

62 

(AC0057 70) retrotransposon-like protein [Arabidopsis 
thaliana] 

19856 

70567JL.R1040 

LIB31G9-038-Q1-K1-E3 

BLASTX 

g2181180 

452 

1.0e-44 

257 

39 

(Z84377) xylosidase [Aspergillus niger] 
19857 

70570_1.R1040 

pxt700942542.hl 

BLASTX 

g3243033 

107 

2.0e-09 

122 

33 

(AF0697 65) signal recognition particle 72 [Homo sapiens] 
>gi_3335650 (AF077019) signal recognition particle 72 [Homo 
sapiens] 

19858 

7057 6_1. R1040 

jC-gmle01810090e04al 

BLASTX 

gll68759 

156 

4.0e-10 

146 

29 

PHOSPHOENOL PYRUVATE CARBOXYLASE (PEPCASE) (PEPC) 
>gi_1075143_pir 164133 phosphoenolpyruvate carboxylase 

(ppc) homolog - Haemophilus influenzae (strain Rd KW20) 
>gi_1574482 (U32836) phosphoenolpyruvate carboxylase (ppc) 

[Haemophilus influenzae Rd] 

19859 

70588 1.R1040 



3207 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3109-038-Q1-K1-G3 

BLASTX 

g4544451 

307 

7.0e-28 

187 

47 

(AC006592) unknown protein [Arabidopsis thaliana] 
19860 

70614_2.R1040 

sat701Q06217.h2 

BLASTX 

gll72494 

197 

2.0e-15 

97 

37 

PTERIN- 4 -ALPHA-CARBINOLAMINE DEHYDRATASE (PHS) 
( 4-ALPHA-HYDROXY-TETRAHYDROPTERIN DEHYDRATASE) 
(PHENYLALANINE HYDROXYLASE -ST IMULAT I NG PROTEIN) (PCD) 
>gi_476742 (M88627) phenylalanine hydroxylase [Pseudomonas 
aeruginosa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19861 

70616JL.R1040 

sat701014480.hl 

BLASTX 

g3548802 

498 

3.0e-50 

181 

56 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_4335769_gb_AAD1744 6_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 



Seq. No. 


19862 


Contig ID 


70634 1.R1040 


5 '-most EST 


rlr700901126.hl 


Method 


BLASTX 


NCBI GI 


g2738982 


BLAST score 


398 


E value 


1.0e-38 


Match length 


134 


% identity 


55 


NCBI Description 


(AF022157) CYP7 


Seq. No. 


19863 


Contig ID 


70643 1.R1040 


5' -most EST 


LIB3109-042-Q1- 


Method 


BLASTX 


NCBI GI 


g3046815 


BLAST score 


361 


E value 


3.0e-34 


Match length 


84 


% identity 


70 



3208 



NCBI Description (AL021687) cytochrome P450 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19864 

70644J..R1040 

uC-gmflminsoy030ellbl 

BLASTX 

g4539327 

872 

4.0e-94 

216 

78 

(AL035679) putative proton pump [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 f -most EST 



19865 

70645JL.R1040 
LIB3109-042-Q1-K1-F6 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19866 

70647JL.R1040 

LIB3109-042-Q1-K1-F8 

BLASTX 

g4467126 

263 

1.0e-22 

168 
40 

(AL035538) guanine nucleotide-exchange protein-like 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



19867 

70652_1.R1040 
LIB3109-042-Q1-K1-G2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19868 

70659JL.R1040 

asn701131542.hl 

BLASTX 

g4415931 

324 

5.0e-30 

146 

49 

(AC00 64 18) unknown protein [Arabidopsis thaliana] 
>gi_4559393_gb_AAD23053.1_AC006526_18 (AC006526) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5* -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19869 

70664_1.R1040 

gsv701044207.hl 

BLASTX 

g3080427 

574 

3.0e-59 

165 
73 

(AL022604) putative protein [Arabidopsis thaliana] 



3209 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq, No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19870 

70664_2.R1040 

uC-gmrominsoyl98h05bl 

BLASTX 

g3080427 

242 

3.0e-20 

60 

83 

(AL022604) putative protein [Arabidopsis thaliana] 



19871 

70664_3.R1040 
LIB3139-010-P1-N1-C2 

19872 

70692JL.R1040 
LIB3109-044-Q1-K1-A3 

19873 

70731_1.R1040 
LIB3109-045-Q1-K1-B5 

19874 

70735JL. R1040 
jC-gmro02910066al0al 

19875 

70744_1.R1040 
LIB3109-045-Q1-K1-C9 

19876 

70754_1.R1040 

jC-gmfl02220103c06al 

BLASTX 

g4454452 

976 

1.0e-106 

331 

55 

(AC006234) unknown protein 
19877 

70757JL.R1040 
gsv701055109.hl 



[Arabidopsis thaliana] 



19878 

70759JL.R1040 

jC-gmf 10222007 9e06al 

BLASTX 

g2459431 

208 

4.0e-16 

149 

46 

(AC002332) unknown protein [Arabidopsis thaliana] 



3210 



Seq. No. 
Contig ID 
5' -most EST 



19879 

70760_1.R1040 
LIB3109-046-Q1-K1-B6 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 r -most EST 



19880 

70762J..R1040 

jC-gmst02 400040a01al 

BLASTX 

g3420054 

191 

7.0e-23 

324 

30 

(AC004 680) unknown protein [Arabidopsis thaliana] 
19881 

70779JL.R1040 

uC-gmronoir033b04bl 

BLASTN 

gl372965 

452 

0.0e+00 

750 

90 

Vicia faba CREB-like protein mRNA, complete cds 
19882 

70782JL.R1040 
bnu700967637.hl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



19883 

70806J..R1040 

epx701104816.hl 

BLASTX 

g3355308 

150 

2.0e-09 

156 

29 

(AJ009695) wall-associated kinase 4 
19884 

70823JL.R1040 

LIB3109-047-Q1-K1-E1 

BLASTX 

g!491712 

241 

4.0e-23 

118 

53 

(X99961) unknown [Homo sapiens] 
19885 

70824JL.R104Q 

LIB3138-095-Q1-N1-D12 

BLASTX 

g2341042 



[Arabidopsis thaliana] 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 "-most EST 

Seq. No. 

Contig ID 
5 1 -most EST 



# 



296 

1.0e-26 

134 
52 

(AC000104) 



F19P19.26 [Arabidopsis thaliana] 



19886 

70825J..R1040 
uC-gmropic039b07bl 

19887 

70828JL.R1040 
hrw701063387.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
S'-most EST 



19888 

70829JL.R1040 

rlr700895472.hl 

BLASTX 

gl314711 

1362 

1.0e-151 

338 

80 

(U54615) calcium-dependent protein kinase [Arabidopsis 
thaliana] >gi_3068712 (AF049236) calcium dependent protein 
kinase [Arabidopsis thaliana] 

19889 

70855JL.R1040 

LIB310 9-0 4 8-Q1-K1-E5 

BLASTX 

g3859594 

336 

1.0e-31 

122 
53 

(AF104919) contains similarity to ribosomal protein L7Ae 
(Pfam: PF01248, E=0.0017, N=l) [Arabidopsis thaliana] 

19890 

70856_1.R1040 
LIB3109-048-Q1-K1-E6 

19891 

70857JL.R1040 
seb700650564.hl 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 



19892 

70859JL.R1040 
LIB3109-048-Q1-K1-F10 

19893 

70862JL.R1040 

LIB3109-048-Q1-K1-F2 

BLASTX 

g3367534 

507 
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# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-51 

134 
72 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 

19894 

70871_1.R1040 

uC-gmrominsoy304a03bl 

BLASTX 

g2832605 

170 

5.0e-12 

111 

39 

(AL021633) predicted protein [Arabidopsis thaliana] 
19895 

70876_1.R1040 

uC-gmrominsoy235f 03bl 

BLASTX 

g3548810 

170 

8.0e-12 

182 

30 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 

19896 

70890_1.R1040 

LIB3109-050-Q1-K1-H1 

BLASTX 

g2829923 

567 

4.0e-58 

208 
32 

(AC002291) 
thaliana] 



Similar to uridylyl transferases [Arabidopsis 



19897 

70898JL.R1040 

LIB3109-050-Q1-K1-G3 

BLASTX 

g2501102 

421 

2.0e-41 

107 
76 

SYNTAXIN-RELATED PROTEIN KNOLLE >gi_1184165 (U39451) 
syntaxin-related [Arabidopsis thaliana] >gi_1184167 
(U39452) syntaxin-related [Arabidopsis thaliana] 
>gi_3063443 (AC003981) F22013.4 [Arabidopsis thaliana] 

>gi_1587182_prf 2206310A syntaxin-related protein 

[Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq» No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5* -most EST 



19898 

70904JL.R1040 

jC-gmst02400025g04al 

BLASTX 

gll70312 

475 

1.0e-47 

148 
74 

HOMEOBOX PROTEIN SBH1 >gi_629614jpir__ 
protein - soybean >gi 485406 (L13663) 



S42543 hypothetical 
SBH1 [Glycine max] 



19899 

70910 JL.R1040 

LIB3139-099-P1-N1-H1 

BLASTX 

g2435519 

403 

2.0e-39 

116 

67 

(AF024504) similar to mouse MEM3 (GB:U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW;P34110) 
[Arabidopsis thaliana] 

19900 

70912_1.R1040 

LIB3109-052-Q1-K1-A8 

BLASTX 

g2435519 

495 

1.0e-49 

209 

50 

(AF024504) similar to mouse MEM 3 {GB:U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW;P34110) 
[Arabidopsis thaliana] 

19901 

70913_1.R1040 
LIB3109-052-Q1-K1-B10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



19902 

70920_1.R1040 

bth700846753.hl 

BLASTX 

g3169178 

402 

4.0e-39 

113 

73 

(AC004401) hypothetical protein 
19903 

70942JL.R1040 
eep700864313.hl 



[Arabidopsis thaliana] 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, -No. 
Contig ID 
5' -most EST 



BLASTX 

g2244756 

718 

1.0e-75 

277 

55 

(297335) 



hypothetical protein [Arabidopsis thaliana] 



19904 

70949J..R1040 

uC-gmropic024c04bl 

BLASTX 

g462671 

591 

2.0e-60 

155 

66 

MYB-LIKE PROTEIN >gi_4467385_emb_CAB37862_ 
protein [Dictyostelium discoideum] 



(211534) Myb 



19905 

70950JL.R1040 

uC-gmropicl02g02bl 

BLASTX 

g3249071 

238 

6.0e-20 

70 

57 

(AC004473) Contains similarity to protein-tyrosine 
phosphatase 2 gb_L15420 from Dictyostelium discoideum. EST 
gb_N38718 comes from this g [Arabidopsis thaliana] 

19906 

70953_1.R1040 
LIB3109-053-Q1-K1-E10 

19907 

70973_1.R104G 
awf700842734.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
S'-most EST 



19908 

70976_1.R1040 
pmv700894357 .hi 

19909 

70976_2.R1040 
bth700849325.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



19910 

70979JL.R1040 

LIB3109-054-Q1-K1-A4 

BLASTX 

g2911081 

152 

1.0e-09 
158 



3215 



% identity 


30 


NCBI Description 


(AL021960) putative protein [Arabidopsis thaliana] 


Seq. No. 


19911 


Contig ID 


71002 1.R1040 


5 T -most EST 


LIB3109-055-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


-0 01 Q*a c; K 


BLAST score 


699 


E value 


1.0e-73 


Match length 


264 


% identity 


53 


NCBI Description 


(AF062371) ROOT HAIRLESS 1 [Arabidopsis thaliana] 


Seq. No. 


19912 


Contig ID 


71005 1.R1040 


5' -most EST 


pmv700888421.hl 


Method 


BLASTX 


NCBI GI 


g2507426 


BLAST score 


461 


E value 


6.0e-88 


Match length 


251 


% identity 


68 


NCBI Description 


ALANYL-TRNA SYNTHETASE, MITOCHONDRIAL PRECURSOR 




(ALANINE— TRNA LIGASE) (ALARS) >gi_1673365__emb_CAA80380_ 




(Z22673) mitochondrial tRNA-Ala synthetase [Arabidopsis 




thaliana] 


Seq. No. 


19913 


Contig ID 


71006 1.R1040 


5 '-most EST 


LIB3109-055-Q1-K1-A8 


Seq. No. 


19914 


Contig ID 


71008 1.R1040 


5' -most EST 


LIB3109-055-Q1-K1-B1 


Seq. No. 


19915 


Contig ID 


71023 1.R1040 


5' -most EST 


jC-gmst02400014h06al 


Method 


BLASTX 


NCBI GI 


g3695019 


BLAST score 


617 


E value 


5.0e-64 


Match length 


261 


% identity 


50 


NCBI Description 


(AF055848) subtilisin-like protease [Arabidopsis thaliana 


Seq. No. 


19916 


Contig ID 


71025 1.R1040 


5' -most EST 


LIB3109-055-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g2191168 


BLAST score 


584 


E value 


4.0e-60 


Match length 


213 


% identity 


52 


NCBI Description 


(AF007270) contains similarity to myosin heavy chain 



3216 



€1 



[Arabidopsis thaliana] 



Seq. No. 


19917 


Contig ID 


71036JL.R1040 


C 1 m — f~ +- T7Crn 

0 — IXlOSt rjbl 


Li±rSolUy~UDO— Ul—n.1 — 1J0 


Method 


BLASTX 


NCBI GI 


g4101589 


BLAST score 


161 


E value 


1.0e-10 


Match length 


60 


% identity 


48 


NCBI Description 


(AF005050) aspartyl aminopeptidase [Homo sapiens] 


Seq. No. 


19918 


Contig ID 


71044 1.R1040 


5' -most EST 


sat701007139.hl 


Method 




NCBI GI 


gl07350 


BLAST score 


306 


E value 


9.0e-28 


Match length 


174 


% identity 


40 


NCBI Description 


Pm5 protein - human >gi_1335273_emb_CAA40655_ (X57398 




protein [Homo sapiens] 


Seq. No. 


19919 


Contig ID 


71061 1.R1040 


5' -most EST 


LIB3109-056-Q1-K1-G12 


Seq. No. 


19920 


Contig ID 


71077J..R1040 


d -most EST 


LIB31U9-U5 /-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


gl!71577 


BLAST score 


1195 


E value 


1.0e-131 


Match length 


337 


% identity 


66 


NCBI Description 


(X95343) hypersensitivity-related gene [Nicotiana tab 


Seq. No. 


19921 


Contig ID 


71078 1.R1040 


5* -most EST 


LIB3109-057-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


gldolo /o 


BLAST score 


180 


E value 


5.0e-13 


Match length 


125 


% identity 


36 


NCBI Description 


HYPOTHETICAL 41.5 KD PROTEIN C1F5.03C IN CHROMOSOME I 




>gi_1103730_emb_CAA92231_ (Z68136) unknown 




[Schizosaccharomyces pombe] 


Seq. No. 


19922 


Contig ID 


71078 2.R1040 


5 '-most EST 


rca701001587.hl 



pm5 
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Seq. No. 
Contig ID 
5 '-most EST 



(fi 



19923 

71079_1.R1040 
LIB3109-057-Q1-K1-A11 



Seq. No. 

Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5' -most EST 



19924 

71084_1.R1040 

gsv701053043.hl 

19925 

71104JL.R1040 
sat701014105.hl 



Seq. No. 

Contig ID 
5' -most EST 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19926 

71106_1.R1040 
LIB3109-035-Q1-K4-E12 

19927 

71126_1.R1040 

LIB3109-020-Q1-K1-C3 

BLASTX 

g4512263 

172 

3.0e-12 

39 

79 

(AB018526) H+/Ca2+ exchanger 2 [Ipomoea nil] 
19928 

71127JL.R1040 

uC-gmropic020d03bl 

BLASTX 

g3249105 

879 

1.0e-94 

221 

73 

(AC003114) Contains similarity to protein phosphatase 2C 
(ABI1) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 

19929 

71131J..R1040 
jC-gmfl02220053bl2al 

19930 

71147JL.R1040 
LIB3109-014-Q1-K1-G9 

19931 

71223_1.R1040 

LIB3109-021-Q1-K3-D10 

BLASTX 

g282963 

245 

8.0e-21 

86 
56 

transforming protein (myb) homolog (clone myb.Ph2) - garden 
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Seq. No. 

Contig ID 
5 ' -most EST 



petunia >gi_2G561_emb_CAA78387_ (Z13997) protein 2 [Petunia 
x hybrida] 

19932 

71303JLR1040 
LIB3109-006-Q1-K1-D10 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



19933 

71303_2.R1040 
jC-gmst02400072c02al 

19934 

71314__1.R1040 

kll701208133.hl 

BLASTN 

g!370147 

48 

6.0e-18 

253 
83 

L.japonicus mRNA for small GTP-binding protein, RAB11D 
19935 

71323_1.R1040 
LIB3109-044-Q1-K1-E7 

19936 

71337JL.R1040 

LIB3138-0Q1-Q1-N1-E11 

BLASTX 

g4455367 

483 

1.0e-48 

168 

59 

(AL035524) putative protein [Arabidopsis thaliana] 
19937 

71345_1.R1040 
vwf700678057.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



19938 

71351_1.R1040 

pxt700940983.hl 

BLASTX 

g2314166 

162 

9.0e-ll 

70 

49 

(AE000610) co-chaperone-curved DNA binding protein A (CbpA) 
[Helicobacter pylori 26695] 

19939 

71352JL.R1040 

LIB3139-051-P1-N1-D12 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



g4263710 
145 

5.0e-09 

30 

90 

(AC006223) putative pur-alpha transcriptional activator 
protein [Arabidopsis thaliana] 

19940 

71359JL.R1040 

ssr700555465.hl 

BLASTX 

g2341043 

312 

2.0e-28 

119 

52 

(AC000104) Strong similarity to Arabidopsis REV3C 
(gb_X62461). [Arabidopsis thaliana] 

19941 

71381J..R1040 

fde700875770.hl 

BLASTX 

g2739002 

1135 

1.0e-124 

451 

50 

(AF022460) CYP83Dlp [Glycine max] 
19942 

71395_1.R1040 

zpv700761178.hl 

BLASTX 

g4490314 

322 

2.0e-29 

105 

63 

(AL035678) putative protein [Arabidopsis thaliana] 
19943 

71403_1.R1040 

jC-gmle01810075d01dl 

BLASTX 

g2129635 

307 

8.0e-28 

146 

47 

light repressible receptor protein kinase - Arabidopsis 
thaliana >gi_1321686_emb_CAA66376_ (X97774) light 
repressible receptor protein kinase [Arabidopsis thaliana] 

19944 

71411 1.R1040 
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5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



rca700997486.hl 

BLASTN 

g!8660 

190 

1.0e-103 

190 
100 

G.max hsp22 gene for low 



MW heat shock protein 



19945 

71416J..R1040 

ncj700981993.hl 

BLASTX 

g3025189 

511 

2.0e-51 

164 
59 

HYPOTHETICAL 67.1 KD PROTEIN SLL1770 

>gi__1652753_dbj_BAA17 672_ (D90908) ABCl-like [Synechocystis 
sp. ] 



Seq. No. 


iyy4o 


Contig ID 


71424 1.R1040 


o -most bol 


LlBol^b-U4o-yi-Ni-By 


oeq • lno . 


1 QQ47 


Contig ID 


71446 1.R1040 


5' -most EST 


jC-gmle01810091c03dl 


Seq. No. 


19948 


Contig ID 


71452 1.R1040 


5* -most EST 


LIB3138-019-Q1-N1-C8 


Seq. No. 


19949 


Contig ID 


71468 1.R1040 


5 T -most EST 


fC-gmst700888494f3 


Method 


BLASTX 


NCBI GI 


g3582333 


BLAST score 


706 


E value 


8.0e-75 


Match length 


149 


% identity 


87 


NCBI Description 


(AC0054 96) hypotheti 


Seq. No. 


19950 


Contig ID 


71483 1.R1040 


5 1 -most EST 


wvk700681425.h2 


Method 


BLASTN 


NCBI GI 


g4519194 


BLAST score 


40 


E value 


1.0e-12 


Match length 


140 


% identity 


82 


NCBI Description 


Arabidopsis thaliana 



PI clone: 



MHM17, complete sequence 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19951 

71486J..R1040 

jsh701068647.hl 

BLASTX 

g4102582 

274 

6.0e-24 

126 
28 

(AF013115) CAO [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19952 

71495J..R1040 

fde700876462.hl 

BLASTX 

g2880049 

925 

1.0e-100 

270 

67 

(AC002340) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



19953 

71502_1.R1040 
zhf700953044.hl 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19954 

71508_1.R1040 

uC-gmflminsoy080hl2bl 

BLASTX 

g3298538 

217 

3.0e-17 

119 

42 

(AC004681) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



19955 

71511_1.R1040 
smc700750001.hl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19956 

71533JL.R1040 

LIB3138-035-Q1-N1-F11 

BLASTX 

g4539006 

527 

7.0e-54 

143 

73 

(AL049481) putative protein [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5* -most EST 
Method 
NCBI GI 



19957 

71554_1.R1040 

uC-gmf lmins oyO 2 4 e 1 Obi 

BLASTN 

g2995454 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



620 

0.0e+00 

1000 

92 

L.luteus mRNA for tRNA- glut amine synthetase 
19958 

71554_2.R1040 

uC-gmf lminsoy07 OdO 9b 1 

BLASTN 

g2995454 

211 

1.0e-115 

472 

88 

L.luteus mRNA for tRNA-glutamine synthetase 
19959 

71554_3.R1040 
fC-gmle700683850al 

19960 

71555_1.R1040 

LIB3138-037-Q1-N1-C10 

BLASTX 

g2129798 

456 

2.0e-45 

143 

59 

pathogenesis-related protein la homolog precursor - rape 
>gi_722274 (D21849) PR-la [Brassica napus] >gi_1575758 
(U70666) pathogenesis-related protein PR1 [Brassica napus] 

19961 

71555_2.R1040 

Jonv700741379.nl 

BLASTX 

g282959 

208 

8.0e-17 

68 
57 

pathogenesis-related protein lb - common tobacco 
>gi_19970_emb_CAA47374_ (X66942) prb-lb [Nicotiana tabacum] 

19962 

71559_1.R1040 
zhf700954422.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



19963 

71560_1.R1040 

epx701110251.hl 

BLASTX 

gl894771 

209 

2.0e-16 



3223 



Match length 

% identity 

NCBI Description 



166 
34 

(Z92954) product highly similar to metabolite transport 
proteins [Bacillus subtilis] >gi_2636109_emb_CAB15600 . 1_ 
(Z99122) similar to metabolite transport protein [Bacillus 
subtilis] 



Seq. No. 


19964 


Contig ID 


71593 1.R1040 


5 T -most EST 


uC-gmf lminsoy058dllbl 


Method 


BLASTX 


NCBI GI 


gl929998 


BLAST score 


2 65 


E value 


1.0e-22 


Match length 


173 


% identity 


49 


NCBI Description 


(U77463) NADPH-dependent HC-toxin reductase [H 




vulaarel 


Seq. No. 


19965 


Contig ID 


71593 2.R1040 


S'-moqt F^T 


LIB3138-038-O1-N1-G1 


Method 


BLASTX 


NCBI GI 


g2911362 


BLAST score 


423 


P! vp 1 up 


2 . Oe-41 


Mstph 1 PDrrtVi 

L J.O. 1— Oil l^il 


178 


% identity 


53 


NCBI Description 


(AF041045) NADPH HC toxin reductase [Zea mays] 


Sea No 


19966 


Contig ID 


71609 1.R104G 


5' -most EST 


LIB3138-039-Q1-N1-A3 


Sea. No. 


19967 


Contig ID 


71616 1.R1040 


5' -most EST 


jC-gmle01810053e08dl 


Seq. No. 


19968 


Conticr ID 


71658 1 R1040 

/ X. \J \J X. * X \ XU T W 




LTR31 3R-fn3-Ol -Ml -R? 


o t£ <-£ • ivy. 








5 r -most EST 


LIB3138-042-Q1-N1-E7 


Seq. No. 


19970 


Contig ID 


71705 1.R1040 


5 1 -most EST 


bth700846632.hl 


Seq. No. 


19971 


Contig ID 


71711 1.R1040 


5 '-most EST 


fC-gmro70084 8338al 


Method 


BLASTX 


NCBI GI 


g2398525 


BLAST score 


345 


E value 


4.0e-32 



3224 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



150 
53 

(Y13722) 



Transcription factor [Arabidopsis thaliana] 



19972 

71722_1.R1040 

leu70U48221.hl 

BLASTX 

g2982461 

176 

2.0e-12 

207 

31 

(AL022223) putative protein [Arabidopsis thaliana] 
19973 

71741_1.R1040 

LIB3138-044-Q1-N1-E10 

BLASTX 

g3776557 

334 

3.0e-31 

128 
52 

(AC005388) Contains similarity to gi_2924495 hypothetical 
protein Rvl920 from Mycobacterium tuberculosis genome 
gb_AL022020. [Arabidopsis thaliana] 

19974 

71765_1.R1040 
kmv700740750.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



19975 

71778JL.R1040 

LIB3138-047-Q1-N1-C2 

BLASTX 

g417488 

436 

4.0e-43 

150 

53 

ALPHA-GLUCAN PHOSPHORYLASE, H ISOZYME (STARCH PHOS PHORYLAS E 

H) >gi_100452__pir A40995 starch phosphorylase (EC 2.4.1.1) 

H - potato >gi_169473 (M69038) alpha-glucan phosphorylase 
type H isozyme [Solanum tuberosum] 

19976 

71780_1.R1040 
ssr700553595.hl 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



19977 

71782_1.R1040 
LIB3138-048-Q1-N1-A5 

19978 

71800JL.R1040 
LIB3170-071-Q1-J1-H10 



3225 



Method 


BLASTX 


NCBI GI 


g3 3954 39 


BLAST score 


448 


E value 


8.0e-57 


Match length 


301 


% identity 


45 


NCBI Description 


(AC004683) hypothetical protein 


Seq. No. 


19979 


Contig ID 


71800 2.R1040 


5 '-most EST 


pcp700995607.hl 


Method 


BLASTX 


NCBI GI 


g3395439 


BLAST score 


380 


E value 


1.0e-36 


Match length 


152 


% identity 


51 


NCBI Description 


(AC004683) hypothetical protein 


Seq. No. 


19980 


Contig ID 


71801 1.R1040 


5' -most EST 


xpa700796165.hl 


Seq. No. 


19981 


Contig ID 


71807 1.R1040 


5 T -most EST 


crh700854362.hl 


Method 


BLASTX 


NCBI GI 


g2827655 


BLAST score 


196 


E value 


2.0e-14 


Match length 


189 


% identity 


25 


NCBI Description 


(AL021637) hypothetical protein 


Seq. No. 


19982 


Contig ID 


71818 1.R1040 


5' -most EST 


pcp700992863.hl 


Method 


BLASTX 


NCBI GI 


g2829887 


BLAST score 


273 


E value 


4.0e-24 


Match length 


122 


% identity 


43 


NCBI Description 


(AC002396) Hypothetical protein 


Seq. No. 


19983 


Contig ID 


71826 1.R1040 


5' -most EST 


zhf700953751.hl 


Method 


BLASTX 


NCBI GI 


g4455276 


BLAST score 


568 


E value 


2.0e-58 


Match length 


212 


% identity 


55 


NCBI Description 


(AL035527) peptide transporter- 



thaliana] 



3226 






Seq. No. 


19984 




Contig ID 


71832 1.R1040 




5 '-most EST 


LIB3138-049-Q1-N1-F7 




Seq. No. 


19985 




Contig ID 


71835 1.R1040 




o -most hbi 


uaw / uu o obz iy . nx 




Method 


BLAbTX 




NCBI GI 


g4467128 




BLAST score 


449 




E value 


1 . Oe-44 




Match length 


115 




% identity 


71 




NCBI Description 


(AL035538) putative protein [Arabidopsis thaliana] 




Seq. No. 


19986 




Contig ID 


71836_1. R1040 




o -most EST 


trc /UUobzz//. nl 




Method 


BLASTX 




NCBI GI 


g3004565 




BLAST score 


221 




E value 


5 . Oe-18 




Match length 


74 




% identity 


65 




NCBI Description 


(AC003673) putative protein kinase [Arabidopsis thaliana] 


g ' 


Seq. No. 


19987 


Iss™ 


Contig ID 


71845_1.R1040 




5 '-most EST 


ssr/0 0555 165 .hi 




Method 


BLASTX 




NCBI GI 


g3702327 




BLAST score 


184 




E value 


1 . Oe-13 




Match length 


45 




% identity 


62 




NCBI Description 


(AC005397) unknown protein [Arabidopsis thaliana] 




Seq. No. 


19988 




Contig ID 


71891 1.R1040 




5" -most EST 


rca700999014 . hi 




Method 


nj TV ri mv 

BLASTX 




NCBI GI 


g3281846 




BLAST score 


287 




E value 


2 . Oe-25 




Match length 


71 




% identity 


72 




NCBI Description 


(AJ006404) late elongated hypocotyl [Arabidopsis thaliana; 




Seq. No. 


19989 




Contig ID 


71891 2.R1040 




5 '-most EST 


ssr700555309.hl 




Seq. No. 


19990 




Contig ID 


71900 1.R1040 




5 '-most EST 


jC-gmst02400074e05al 




Seq. No. 


19991 



3227 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71901JL.R1040 

LIB3138-052-Q1-N1-D7 

BLASTN 

g3329365 

67 

3.0e-29 

179 

84 

Lotus japonicus nodule-specific protein Nlj70 mRNA r 
complete cds 



Seq. No. 


19992 


Contig ID 


71920_1.R1040 


5' -most EST 


uC-gmrominsoyl38h04bl 


Method 


BLASTX 


INLdI Lrl 


gzoZ / jj4 


BLAST score 


328 


E value 


2.0e-30 


Match length 


94 


-6 laentxty 


/2 


NCBI Description 


(AL021633) predicted prot 


Seq. No. 


19993 


Contig ID 


71920 2.R1040 


5 '-most EST 


ekl700968265.hl 


Method 


BLASTX 


NCBI GI 


g2827534 


BLAST score 


222 


E value 


5.Ge-18 


Match length 


64 


% identity 


70 


NCBI Description 


(AL021633) predicted prot 


Seq. No. 


19994 


Contig ID 


71932JL.R1040 


5 1 -most EST 


epx701104382 .hi 


Seq. No. 


19995 


Contig ID 


71938 1.R1040 


5' -most EST 


LIB3138-054-Q1-N1-A6 


Seq. No. 


19996 


Contig ID 


71946 1.R1040 


5' -most EST 


LIB3138-054-Q1-N1-B5 


Method 


BLASTX 


NCBI GI 


g4539423 


BLAST score 


1674 


E value 


0.0e+00 


Match length 


426 


% identity 


76 


NCBI Description 


(AL049171) pyrophosphate- 




[Arabidopsis thaliana] 


Seq. No. 


19997 


Contig ID 


71950 1.R1040 


5' -most EST 


leu701156939.hl 


Method 


BLASTX 



3228 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CD 



g2642158 
290 

6.0e-26 

114 
49 

(AC003000) 



hypothetical protein [Arabidopsis thaliana] 



19998 

71970_1.R1040 

gsv701045037.hl 

BLASTN 

gl69326 

403 

0.0e+00 

550 

95 

Bean (P. vulgaris} NADP-dependent malic enzyme mRNA, 
complete cds 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



19999 

71978_1.R1040 

pxt700943793.hl 

BLASTX 

g3121867 

229 

3.0e-19 

72 
65 

COP1 REGULATORY 



Copl protein [Pisum sativum] 
20000 

71990_1.R1040 

pcp700990306.hl 

BLASTX 

g4539400 

174 

5.0e-12 

163 

39 

(AL035526) putative protein 
20001 

71990__2.R1040 
jC-gmfl02220053f09dl 

20002 

71990_3.R1040 
LIB3138-055-Q1-N1-H1 

20003 

72001_2.R1040 

LIB3138-040-Q1-N1-F3 

BLASTX 

g3805853 

601 

2.0e-62 



PROTEIN >gi_1694900_emb_CAA70768_ (Y09579) 



[Arabidopsis thaliana] 



3229 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 r -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 ! -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 



150 
77 

(AL031986) putative protein [Arabidopsis thaliana] 
20004 

72004_1.R1040 
pcp700991376.hl 

20005 

72005J..R1040 

LIB3138-056-Q1-N1-G12 

BLASTX 

g3367516 

806 

3.0e-86 

260 

58 

(AC004392) Similar to beta-glucosidase BGQ60 precursor 
gb_L41869 from Hordeum vulgare. [Arabidopsis thaliana] 

20006 

72010_1.R1040 
LIB3138-056-Q1-N1-H10 

20007 

72016J..R1040 

pxt700945394.hl 

BLASTX 

g3738208 

830 

7.0e-89 

327 

52 

(AL031853) strong similarity to human Rev interacting 
protein Rip-1 [Schizosaccharomyces pombe] 

20008 

72022_1.R1040 
LIB3170-084-Q1-J1-H12 

20009 

72028JL.R1040 

ncj700976118.hl 

BLASTX 

g4538928 

182 

5.0e-13 

92 

51 

(AL049483) putative protein [Arabidopsis thaliana] 
20010 

72040JL.R1040 
zzp700833979.hl 

20011 

72059 1.R1040 



3230 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



vwf700676268.hl 

BLASTX 

gll72872 

370 

2.0e-35 

108 
70 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_541856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20012 

72060_1.R1040 

leu701148648.hl 

BLASTX 

g3859534 

737 

3.0e-78 

148 

91 

(AF095452) asparagine synthetase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



20013 

72063_1.R1040 
uC-gmropic025c09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20014 

72076JL.R1040 

g4290694 

BLASTX 

g3107905 

1334 

1.0e-164 

412 
22 

(D85101) leaf protein 



[Ipomoea nil] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20015 

72080_1.R1040 

6HA-02-Q1-B1-G12 

BLASTX 

g4467147 

295 

2.0e-26 

75 

84 

(AL035540) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 



20016 

72082JL.R1040 

LIB3138-066-Q1-N1-D4 

BLASTX 

gl669655 

354 



3231 



0 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 



2.0e-33 

154 
45 

(X95962) CER3 [Arabidopsis thaliana] 



20017 

72083_1.R1040 

2DC-01-Q1-B1-F8 

BLASTX 

g3914665 

273 

5.0e-24 

101 

58 

CHLOROPLAST 505 RIBOSOMAL 
>gi_2 79200 7_emb_CAA7 5 1 4 9_ 



PROTEIN L4 PRECURSOR 

(Y14932) chloroplast ribosomal 



protein L4 [Spinacia oleracea] 
20018 

72090JL.R1040 
LIB3138-066-Q1-N1-E6 

20019 

72099J..R1040 
rca700996321.hl 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



20020 

72100JL.R1040 

jC-gmle01810059hl2al 

BLASTX 

gl652197 

254 

2.0e-21 

225 
34 

(D90903) hypothetical protein [Synechocystis sp.] 
20021 

72104JL.R1040 

LIB3138-100-Q1-N1-E1 

BLASTX 

g2245136 

144 

8.0e-09 

34 

82 

(Z97344) trehalose-6-phosphate synthase homolog 
[Arabidopsis thaliana] 

20022 

72104_2.R1040 
zhf 700956127. hi 



Seq. No. 
Contig ID 
5 1 -most EST 



20023 

72123JL.R1040 
LIB3138-003-Q1-N1-G11 



3232 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20024 

72125J..R1040 

uC-gmrominsoyll9al0bl 

BLASTX 

g542050 

633 

1.0e-103 

353 

54 

catechol O-methyltransf erase (EC 2.1.1.6) 
tobacco >gi_429114_emb_CAA50561_ (X71430) 
O-methyltransferase [Nicotiana tabacum] 



III - common 
catechol 



Seq. No. 


20025 


Contig ID 


72136 1.R1040 


5' -most EST 


LIB3138-003-Q1-N1-H8 


Method 


BLASTX 


NCBI GI 


g4490325 


BLAST score 


344 


E value 


3 . 0e-3o 


Match length 


126 


% identity 


61 


NCBI Description 


(AL035656) hypotheti 


Seq, No. 


20026 


Contig ID 


72143 1.R1040 


5' -most EST 


jC-gmle01810093b03al 


Seq. No. 


20027 


Contig ID 


72157JL.R1040 


5' -most EST 


sat701004 929 .hi 


Method 


BLASTX 


NCBI GI 


g2979554 


BLAST score 


565 


E value 


4.0e-58 


Match length 


197 


% identity 


55 


NCBI Description 


(AC003680) CDC4 like 


Seq. No. 


20028 


Contig ID 


72158 1.R1040 


5 '-most EST 


awf700836674.hl 


Method 


BLASTX 


NCBI GI 


g4510377 


BLAST score 


689 


E value 


9.0e-73 


Match length 


164 


% identity 


79 


NCBI Description 


(AC007017) putative 


Seq. No. 


20029 


Contig ID 


72160 1.R1040 


5 '-most EST 


jC-gmro02910074f01dl 


Method 


BLASTX 


NCBI GI 


g3341680 


BLAST score 


159 


E value 


1.0e-10 



A [Arabidopsis thaliana] 



3233 



CI 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



127 
39 

(AC003672) unknown protein [Arabidopsis thaliana] 
20030 

72165J..R1040 

wvk700682860.hl 

BLASTX 

g!076762 

165 

2.0e-ll 

123 

16 

AWJL175 protein - wheat >gi_551210_emb_CAA57133_ (X81368) 
AWJL175 [Triticum aestivum] 

20031 

72166JL.R1040 
jC-gmle01810005g!2al 

20032 

72172JL.R1040 
uC-gmflminsoy031hllbl 



Seq. No. 
Contig ID 
5' -most EST 



20033 

72174JL.R1040 
leu701154691.hl 



Seq. No. 
Contig ID 
5 '-most EST 



20034 

72185JL.R1040 
LIB3138-006-Q1-N1-A4 



Seq. No. 

Contig ID 
5 '-most EST 



20035 

72190JL.R1040 
LIB3138-0Q6-Q1-N1-B2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20036 

72214JUR1040 

kll701215334.hl 

BLASTX 

g3377813 

193 

1.0e-14 

64 

52 

(AF076275) No definition line found [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



20037 

72216JL.R1040 
LIB3138-006-Q1-N1-F10 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 



20038 

72227J..R1040 

jex700906971.hl 

BLASTX 

g2739002 

643 



3234 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-67 

200 

59 

(AF022460) CYP83Dlp [Glycine max] 
20039 

72234_1.R1040 

uC-gmrominsoy250e07bl 

BLASTX 

g3341693 

160 

1.0e-10 

93 

35 

(AC003672) unknown protein [Arabidopsis thaliana] 
20040 

72239JL.R1040 

LIB3138-007-Q1-N1-G4 

BLASTX 

g2462834 

233 

3.0e-19 

92 
50 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
20041 

72255_1.R1040 
LIB3138-008-Q1-N1-B12 

20042 

72265_1.R1040 

ssr700557754.hl 

BLASTX 

gl694711 

224 

6.0e-18 

138 
36 

(Y09581) FROl [Arabidopsis thaliana] 
20043 

72269JL.R1040 

LIB3138-009-Q1-N1-A8 

BLASTX 

g3290022 

454 

5.0e-45 

106 

82 

(AF044173) cysteine synthase; CS-B; O-acetylserine (thi 
lyase; plastidic isoform [Solanum tuberosum] 



Seq. No. 
Contig ID 
5 r -most EST 



20044 

72277J..R1040 
ssr700554424.hl 



3235 



Method 


BLASTX 


NCBI GI 


g534982 


BLAST score 


543 


E value 


4.0e-63 


Match length 


170 


% identity 


71 


NCBI Description 


(X75898) phosphoglucomutase [Spinacia oleracea 


Seq. No. 


20045 


Contig ID 


72288 1.R1040 


5' -most EST 


fC-gmst700667079f2 


Method 


BLASTX 


NCBI GI 


g4204912 


BLAST score 


434 


E value 


4.0e-42 


Match length 


199 


% identity 


47 


NCBI Description 


(U58918) MEK kinase [Arabidopsis thaliana] 


Seq. No. 


20046 


Contig ID 


72293 1.R1040 


5 '-most EST 


fde700874843.hl 


Seq. No. 


20047 


Contig ID 


72304 1.R1040 


5' -most EST 


yzl700967089.hl 


Seq. No. 


20048 


Contig ID 


72316 1.R1040 


S'-most EST 


kll701204812.hl 


Method 


BLASTX 


NCBI GI 


g3242709 


BLAST score 


399 


E value 


2.0e-38 


Match length 


187 


% identity 


44 


NCBI Description 


(AC003040) putative guanine nucleotide-binding 




[Arabidopsis thaliana] 


Seq. No. 


20049 


Contig ID 


72321 2.R1040 


5' -most EST 


awf 700842535. hi 


Seq. No. 


20050 


Contig ID 


72327 1.R1040 


5 '-most EST 


LIB3138-010-Q1-N1-G7 


Seq. No. 


20051 


Contig ID 


72337 1.R1040 


5 '-most EST 


fde700877290.hl 


Seq. No. 


20052 


Contig ID 


72361 1.R1040 


5' -most EST 


jC-gmro02910014d03al 


Method 


BLASTX 


NCBI GI 


g2832652 


BLAST score 


452 



3236 



E value 


3.0e-45 


Match length 


119 


% identity 


80 


NCBI Description 


(AL021710) putative protein [Arabidopsis thaliana 


Seq. No. 


20053 


Contig ID 


72375_1.RI040 


5' -most EST 


uC-gmflminsoy031e05bl 


Seq. No. 


20054 


Contig ID 


72381 1.R1040 


5 '-most EST 


LIB3139-075-P1-N1-D1 


Method 


BLASTX 


NCBI GI 


g3510253 


BLAST score 


397 


E value 


4.0e-38 


Match length 


134 


% identity 


54 


NCBI Description 


(AC005310) hypothetical protein [Arabidopsis thai. 


Seq. No. 


20055 


Contig ID 


72382JL.R1040 


5* -most EST 


uC-gmrominsoyl02f llbl 


Method 


BLASTX 


NCBI GI 


gll84075 


BLAST score 


146 


E value 


3. Oe-09 


Match length 


85 


% identity 


39 


NCBI Description 


(U42444) Cf-2.1 [Lycopersicon pimpinellifolium] 




>gi_1587673_prf 2207203A Cf-2 gene [Lycopersicon 




esculentum] 


Seq. No. 


20056 


Contig ID 


72402 1.R1040 


5' -most EST 


LIB3139-052-P1-N1-E3 


Method 


BLASTX 


NCBI GI 


g2739008 


BLAST score 


442 


E value 


8.0e-44 


Match length 


127 


% identity 


65 


NCBI Description 


(AF0224 63) CYP78A3p [Glycine max] 


Seq. No. 


20057 


Contig ID 


72402 2.R1040 


5 1 -most EST 


LIB3139-026-P1-N1-F1 


Method 


BLASTX 


NCBI GI 


g2739008 


BLAST score 


341 


E value 


5.0e-32 


Match length 


123 


% identity 


55 


NCBI Description 


(AF022463) CYP78A3p [Glycine max] 


Seq. No. 


20058 


Contig ID 


72403_1.R1040 



3237 



II 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 r -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 1 -most EST 



fC-gmle7000742351fl 

BLASTX 

gl946368 

486 

2.0e-48 

268 

40 

(U93215) 



unknown protein [Arabidopsis thaliana] 



20059 

72405JL.R1040 

jC-gmro02800023bl0al 

BLASTX 

g3941543 

950 

1.0e-103 

226 

81 

(AF069497) pelota [Arabidopsis thaliana] 
>gi_4469016_emb_CAB38277_ (AL035602) pelota 
[Arabidopsis thaliana] 

20060 

72417J..R1040 
eep700866429.hl 

20061 

72433_1.R1040 

uC- gmromi ns oyl 8 5h 0 7 b 1 

20062 

72433_2.R1040 
LIB3138-030-Q1-N1-F8 

20063 

72433_3.R1040 
zzp700829624.hl 

20064 

72433_4.R1040 
pcp700995011.hl 

20065 

72435JL.R1040 

LIB3138-030-Q1-N1-G1 

BLASTX 

g4454051 

697 

2.0e-73 

253 

53 

(AL035394) 
thaliana] 



(PEL1) 



putative polygalacturonase [Arabidopsis 



20066 

72449JL.R1040 
crh700852214.hl 



3238 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20067 

72450JL.R1040 

jC-gmle01810087g08al 

BLASTX 

g399866 

301 

6.0e-27 

125 

29 

P59 PROTEIN (HSP BINDING IMMUNOPHILIN) (HBI) (POSSIBLE 
PEPTIDYL-PROLYL CIS-TRANS I SOME RASE) (PPIASE) (ROTAMASE) 
(FKBP52 PROTEIN) (52 KD FK506 BINDING PROTEIN) (P52) 

(FKBP59) >gi_422824_pir A46372 immunophilin FKBP52 - human 

>gi__186390 (M88279) ' FKBP52 ; 52 kD FK506 binding protein' 
[Homo sapiens] >gi_4503729_ref_NP_002005 . l_pFKBP4_ 
FK506-binding protein 4 (59kD) 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20068 

72453JL.R1040 

LIB3138-031-Q1-N1-A4 

BLASTN 

g4388705 

33 

8.0e-09 

157 

83 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence , complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20069 

72460_1.R1040 

LIB3138-031-Q1-N1-G3 

BLASTX 

gl23537 

163 

3.0e-ll 

95 
42 

12 KD HEAT SHOCK PROTEIN (GLUCOSE AND LIPID-REGULATED 

PROTEIN) >gi_72231_pir HHBY12 heat shock protein 12 - 

yeast (Saccharomyces cerevisiae) >gi_3800_emb_CAA39306__ 
(X55785) hspl2 [Saccharomyces cerevisiae] >gi_171607 
(M60827) 15 kD glucose and lipid regulated protein 
[Saccharomyces cerevisiae] >gi__559934_emb_CAA8 6349_ 
(Z46255) hspl2, glpl, len: 109, CAI : 0.65, HS12_YEAST 
P22943 12 KD HEAT SHOCK PROTEIN [Saccharomyces cerevisiae] 
>gi_836740_dbj_BAA09224_ (D50617) 12KD heat shock protein 
[Saccharomyces cerevisiae] >gi_1100790_dbj_BAA08003_ 
(D44596) 15kD glucose and lipid regulated protein 
[Saccharomyces cerevisiae] >gi_17 42028_dbj_BAA14033_ 
(D898 64) Sc-Hspl2p [Saccharomyces pastorianus] 



Seq. No. 
Contig ID 
5 T -most EST 



20070 

72470JL.R1040 
smc700748404.hl 



3239 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20071 

72496JL.R1040 

trc700566485.hl 

BLASTX 

g3426038 

360 

3.0e-38 

126 

74 

(AC005168) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20072 

72498_1.R1040 

jex700906980.hl 

BLASTX 

g3288823 

690 

1.0e-72 

185 

74 

(AF063852) FUSS [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20073 

72499_1.R1040 

vwf700677474.hl 

BLASTX 

gl944132 

234 

2.0e-19 

59 

73 

(AB002560) CUC2 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20074 

72509_1.R1040 

fde700874780.hl 

BLASTX 

g4406757 

470 

4.0e-47 

141 

64 

(AC006836) putative integral membrane protein A3 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



20075 

72526JL.R1040 
LIB3138-033-Q1-N1-D10 



Seq. No. 
Contig ID 
5' -most EST 



20076 

72532JL.R1040 
leu701156286.hl 



Seq. No. 
Contig ID 
5' -most EST 



20077 

72543J..R1040 
zhf700958426.hl 



3240 



II 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



20078 

72546JL.R1040 
jC-gmle01810011c03al 

20079 

72554JL.R1040 
LIB3138-034-Q1-N1-E4 



Seq. No. 

Contig ID 
5 '-most EST 



20080 

72556JL.R1040 
bth700846645.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



20081 

72561JL.R1040 

LIB3138-034-Q1-N1-F4 

BLASTX 

g2494742 

244 

8.0e-21 

65 
68 

GLUTAMINE SYNTHETASE ( GLUTAMATE — AMMONIA LIGASE) 
>gi_2104791_emb_CAA73235_ (Y12704) glutamine synthetase 
[Agaricus bisporus] 

20082 

72568 JL.R1040 
LIB3138-034-Q1-N1-G5 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20083 

72570JL.R1040 
jC-gmle0181O028bl0al 

20084 

72579_1.R1040 

ssr700557021.hl 

BLASTN 

gl69295 

311 

1.0e-174 

687 

86 

Pharbitis nil heat shock protein 
cds 



83 (Hsp83) gene, complete 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20085 

72579_2.R1040 

epx701104425.hl 

BLASTX 

g547684 

627 

2.0e-65 

167 
63 

HEAT SHOCK PROTEIN 82 >gi_100336__pir S188 65 heat shock 

protein 82 - common tobacco (fragment) 

>gi 19880 emb CAA44877_ (X63195) heat shock protein 82 



3241 



Seq. No. 
Contig ID 
5' -most EST 



[Nicotiana tabacum] 
20086 

72584J..R1040 
rca701002070.hl 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20087 

72588J..R1040 
LIB3138-123-Q1-N1-E5 

20088 

72614JL.R1040 

jC-gmle01810028al0al 

BLASTN 

g643454 

214 

1.0e-117 

416 
94 

Aureobasidium pullulans translation elongation factor 
1 -alpha (tefl) gene, complete cds 

20089 

72614__5.R1040 

wvk700684818.hl 

BLASTN 

g4521246 

115 

4.0e-58 

159 
93 

Aspergillus oryzae tef gene for translation elongation 
factor 1 alpha, complete cds 

20090 

72618JL.R104G 

g5752596 
BLASTX 
g3298536 
255 

9.0e-22 

82 

67 

(AC004681) unknown protein [Arabidopsis thaliana] 
20091 

72667JL.R1040 

rlr700896142.hl 

BLASTX 

g4106395 

1608 

1.0e-180 

403 

73 

(AF073744) raffinose synthase [Cucumis sativus] 



Seq. No. 



20092 



3242 



CI 



Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



72688JL.R1040 
LIB3138-044-Q1-N1-G4 

20093 

72700JL.R1040 

jC-gmle01810067f05al 

BLASTX 

gl685005 

432 

1.0e-42 

164 

54 

(U32644) immediate-early salicylate-induced 
glucosyltransferase [Nicotiana tabacum] 

20094 

72721JL.R1040 

LIB3138-019-Q1-N1-B4 

BLASTX 

gl888357 

632 

4.0e-66 

159 

71 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_189Q154_emb_CAA72432_ (Y117 67) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

20095 

72722J..R1040 

uC-gmropic062a08bl 

BLASTX 

g2738982 

406 

2.0e-39 

153 
56 

(AF022157) CYP71A10 [Glycine max] 
20096 

72723JL.R1040 
LIB3138-019-Q1-N1-B6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



20097 

72727_1.R1040 

g5605964 

BLASTX 

g2829887 

197 

1.0e-14 

175 
32 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
20098 

72735_1.R1040 
wvk700686117.hl 



3243 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5' -most EST 



BLASTX 

g2914703 

662 

2.0e-69 

190 

71 

(AC003974] 



unknown protein [Arabidopsis thaliana] 



20099 

72743_1.R1040 

ssr700560610.hl 

BLASTX 

g3582333 

701 

5.0e-95 

247 

73 

(AC005496) hypothetical protein [Arabidopsis thaliana] 
20100 

72743_2. R1040 
jC-gmle01810053a09dl 

20101 

72758_1.R1040 
LIB3138-023-Q1-N1-B2 

20102 

72761JL.R1040 
LIB3138-023-Q1-N1-B5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20103 

72806_1.R1040 

uC-gmropicl01a06bl 

BLASTX 

g3236240 

348 

1.0e-32 

94 

69 

(AC004 684) unknown protein [Arabidopsis thaliana] 
20104 

72821JL.R1040 

leu701155117.hl 

BLASTN 

g3869069 

33 

1.0e-08 

164 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MEB5, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
S'-most EST 



20105 

72821_2.R1040 
jex700905923,hl 



3244 



tJ ^ « LN \J . 


20106 


Contia ID 


72826 1.R1040 




HP-crmTpOl 81 00S9b04a1 


Spa No 


20107 


Pont - 1 a TD 


72840 1 R1040 


5' -most EST 


LIB3138-038-Q1-N1-B4 


Method 


BLASTX 




rr^R990^n" 




221 


E value 


5.0e-18 


Match length 


100 




53 


NPBT Dp sprint ion 


fAIT072326) endo-1,3-1 


Seq. No. 


20108 


Trinl - "in TD 


72845 1 R1040 


h 1 -mo^t* EST 

>J ULUO L J-J w -L 


nP— crmf 1 tni nsov07fir , 0 fihl 






Print -J rr TH 






T.TR^I ^R-O^P-01 -KT1 -Dl 9 

JjlDOJ. JO U JO ^ -L IN J- 




901 1 0 

U _L X V 


Pont" i rr TD 


72866 1 R1040 




T.TR^I ?8-0^Q-f)1 -KI1 -Rfi 

IilDJi. JO UJ^ isX DO 


Method 


BLASTX 


NCBI GI 


g2494144 




QQ7 


Hi value 


1 Ho— 1 Oft 

i . ue iuo 


i v Jaxcii leny un 




S: i/^iai i ™i+""i"l , "\r 

x> lucnciuy 


-J u 








tilaX J_aiia j 


QpfT Mr, 


20111 


Pont* t rr TD 






rlr700900578 hi 


Method 


BLASTX 


NCBI GI 


g3980396 




UJO 


Hi value 


& np-6Q 


T\/f -a +- /-i V\ "1 on (^r"f~ V*i 
l v id.LL*Il J_CllyL.ll 


1 97 




Q9 


NPRT Dp^rri of" i on 


fAP004Sfi1 ^ nn-ha1--iv^ C 






O t£ * 1M L> * 


9Pl1 1 9 


Pont" i rr TD 


72872 1 R1040 


5' -most EST 


epx70U09518.hl 


Method 


BLASTN 


NCBI GI 


g402752 


BLAST score 


669 


E value 


0.0e+00 


Match length 


1109 


% identity 


97 



~beta-D-glucanase [Zea mays] 



[Arabidopsis 



3245 



NCBI Description G.max gene fusA 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



20113 

72872_3.R1040 

ncj700984131.hl 

BLAST N 

g402752 

92 

2.0e-44 

206 

89 



NCBI Description G.max gene fusA 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 , -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



20114 

72873JL.R1040 

rlr700897079.hl 

BLASTN 

g2827075 

269 

1.0e-149 

496 

89 

Medicago sativa chloroplast malate dehydrogenase precursor 
(plindh) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

20115 

72876_1.R1040 
wrg700790049.h2 

20116 

72877_1.R1040 
LIB3138-039-Q1-N1-D12 

20117 

72878_1.R1040 

rca701001844.hl 

BLASTX 

g3877513 

216 

3.0e-17 

100 
43 

(Z66513) similar to DNAJ protein; cDNA EST 
comes from this gene; cDNA EST EMBL:T02094 
gene; cDNA EST EMBL:T02291 comes from this 
EMBL:D71936 comes from this gene; cDNA EST EMBL:D74432 

20118 

72886_1.R1040 
jC-gmro02910046h03dl 
BLASTX 
g4126473 
618 

2.0e-64 

181 
69 



EMBL:T00067 
comes from this 
gene; cDNA EST 



3246 



NCBI Description (AB014884) adenylyl cyclase associated protein [Gossypium 
hirsutum] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



20119 

72905_1.R1040 
leu701157571.hl 

20120 

72910_1.R1040 

g5606298 

BLASTX 

g4567251 

201 

2.0e-15 

51 

67 

(AC007070) unknown protein [Arabidopsis thaliana] 
20121 

72921_1.R1040 

uC-gmropic061bl2bl 

BLASTX 

g3790581 

186 

6.0e-14 

60 

58 

(AF07 9179) RING-H2 finger protein RHBla [Arabidopsis 
thaliana] 

20122 

72921J3.R1040 

bth700849096.hl 

BLASTX 

g3790581 

182 

2.0e-13 

63 

51 

(AF079179) RING-H2 finger protein RHBla [Arabidopsis 
thaliana] 

20123 

72921_4.R1040 

LIB3138-040-Q1-N1-H8 

BLASTX 

g3790581 

201 

1.0e-15 

70 

54 

(AF079179) 
thaliana] 



RING-H2 finger protein RHBla [Arabidopsis 



20124 

72922JL.R1040 
LIB3138-040-Q1-N1-H9 



3247 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

gl495251 

434 

7.0e-43 

92 

89 

(Z70314) heat-shock protein [Arabidopsis thaliana] 
20125 

72924_1.R1040 
trc700562221.hl 



Seq. No. 

Contig ID 
5* -most EST 



20126 

72925_1.R1040 
sat701004938.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



20127 

72935_1.R1040 

LIB3138-050-Q1-N1-F10 

BLASTX 

g2492597 

227 

1.0e-18 

102 

46 

HYPOTHETICAL ABC TRANSPORTER ATP-BINDING PROTEIN SLL0182 
>gi_1001688_dbj_BAA10424_ (D64002) ABC transporter 
[Synechocystis sp.} 

20128 

72937_1.R1040 
LIB3138-041-Q1-N1-G10 



Seq. No. 
Contig ID 
5 T -most EST 



20129 

72940_1.R1040 
wvk700685406.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 



20130 

72940_2.R1040 
epx701106989.hl 

20131 

72940__3.R1040 
rca700999101.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20132 

72941_1.R1040 

LIB3138-041-Q1-N1-H12 

BLASTX 

g3122765 

656 

2.0e-68 

358 
43 

DNA-DIRECTED RNA POLYMERASE III LARGEST SUBUNIT (RPC155) 
>gi_2460208 (AF021351) RNA polymerase III largest subunit 
[Homo sapiens] 



3248 



beq. NO. 




Contig ID 


72961 1.R1040 


5 f -most EST 


LIB3138-043-Q1-N1-B3 


Seq. No. 


20134 


Contig ID 


72968 1.R1040 


5 '-most EST 


jC-gmle01810093g08al 


Seq. No. 


20135 


Contig ID 


72978J..R1040 


5 '-most EST 


uC-gmrominsoy298a09bl 


Method 


DT 7\ C TV 


NCBI GI 


g3935187 


BLAST score 


346 


E value 


2.0e-63 


Match length 


171 


% identity 


71 


NCBI Description 


(AC004557) F17L21.30 


Seq. No. 


20136 


Contig ID 


73004 1.R1040 


5' -most EST 


LIB3138-04 6-Q1-N1-E3 


Seq. No. 


20137 


Contig ID 


73008 1.R1040 


5 '-most EST 


LIB3138-043-Q1-N1-A4 


Method 


BLASTN 




_0 1 f|Q1 1 


BLAST score 


67 


E value 


1.0e-29 


Match length 


151 


% identity 


86 


NCBI Description 


Bean pod mottle virus 




complete middle compoi 


Seq. No. 


20138 


Contig ID 


73052 1.R1040 


5 '-most EST 


LIB3167-023-P4-K4-G2 


Seq. No. 


20139 


Contig ID 


73056 1.R1040 


5' -most EST 


LIB3138-047-Q1-N1-H8 


Seq. No. 


20140 


Contig ID 


73082 1.R1040 


5' -most EST 


jC-gmle01810061c05dl 


Seq. No. 


20141 


Contig ID 


73086 1.R1040 


5' -most EST 


LIB3138-04 9-Q1-N1-B8 


Method 


BLASTX 


NCBI GI 


g2190540 


BLAST score 


413 


E value 


1.0e-40 


Match length 


101 


% identity 


72 



[Arabidopsis thaliana] 



(M) RNA 
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NCBI Description 



(AC001229) Similar to Arabidopsis TFL1 (gb_U77 674) . 
[Arabidopsis thaliana] 



Seq. No. 


20142 


Contig ID 


73087 1.R1040 


5' -most EST 


LIB3138-049-Q1-N1-B9 


Seq. No. 


20143 


Contig ID 


73093 1.R1040 


5 '-most EST 


LIB3139-072-P1-N1-C6 


Method 


BLASTX 


NCBI GI 


g3775999 


BLAST score 


457 


E value 


4.0e-45 


Match length 


101 


% identity 


85 


NCBI Description 


(AJ010463) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


20144 


Contig ID 


73099J..R1040 


5 '-most EST 


crh700850378 .hi 


Seq. No. 


20145 


Contig ID 


73108 1.R1040 


5 T -most EST 


jC-gmle01810005elOal 


Seq. No. 


20146 


Contig ID 


73108 2.R1040 


5* -most EST 


uC— giuf Iminsoy055g01bl 


Seq. No. 


20147 


Contig ID 


73118 1.R1040 


5 '-most EST 


ncj 7 00 97 8 91 9. hi 


Seq. No. 


20148 


Contig ID 


73130 1.R1040 


5' -most EST 


LIB3138-050-Q1-N1-F12 


Method 


BLASTX 


NCBI GI 


g3482970 


BLAST score 


320 


E value 


1.0e-29 


Match length 


106 


% identity 


69 


NCBI Description 


(AL031369) putative protein [Arabidopsis thaliana 


Seq. No. 


20149 


Contig ID 


73159 1.R1040 


5 '-most EST 


pcp700988804.hl 


Method 


BLASTX 


NCBI GI 


g2444180 


BLAST score 


1229 


E value 


1.0e-135 


Match length 


272 


% identity 


87 


NCBI Description 


(U94785) unconventional myosin [Helianthus annuus 


Seq. No. 


20150 



3250 



Contig ID 


73162 1.R1040 


5 '-most EST 


LIB3138-051-Q1-N1-H5 


Method 


BLASTX 


NCBI GI 


g2529665 


DJJXIO J. OwvlC 


O v *J 


E value 


9.0e-44 


Match length 


147 


% identity 


64 


NCBI Description 


(AC002535) putative ribosomal protein L7A [Arabidopsi 




thaliana] 


Seq. No, 


20151 


Contig ID 


73169 1.R1040 


5' -most EST 


LIB3138-052-Q1-N1-A4 


Method 


BLASTX 


Li \_-* J-J J. \J _L 




BLAST score 


156 


E value 


5.0e-10 


Match length 


82 


% identity 


38 


NCBI Description 


(AC004238) Cf-2.1-like protein [Arabidopsis thaliana] 


Seq. No. 


20152 


Contig ID 


73189 1.R1040 


5' -mo st EST 


LIB3138-015-Q1-N1-G9 


Method 


BLASTX 


NCBI GI 


g4115379 


J3J_i.fi.ol. btOIc 


0 fi ~> 


E value 


2.0e-90 


Match length 


286 


% identity 


59 


NCBI Description 


(AC005967) putative carbonyl reductase [Arabidopsis 




thaliana] 


Seq. No. 


20153 


Print - i n TD 




5' -most EST 


LIB3138-053-Q1-N1-D7 


Seq. No. 


20154 


uoncig XL) 


1 ^ 1 D 1 fi A n 
/-3^.ZO 1.K1U4U 


5' -most EST 


uC-gmrominsoy214c06bl 


Seq. No. 


20155 


uonuig xiJ 




5 '-most EST 


LIB3138-054-Q1-N1-G3 


Seq. No. 


20156 


uoniig xu 




5 T -most EST 


seb700649147.hl 


Seq. No. 


20157 


Contig ID 


73264 1.R1040 


5 '-most EST 


LIB3138-002-Q1-N1-B7 


Seq. No. 


20158 


Contig ID 


73265 1.R1040 


5 '-most EST 


vwf700674452.hl 



3251 



Method BLASTX 

NCBI GI g2829887 

BLAST score 654 

E value 1.0e-68 

Match length 170 

% identity 74 

NCBI Description (AC002396) Hypothetical protein [Arabidopsis thaliana] 

Seq. No. 20159 

Contig ID 73267_1 . R1040 

5 ! -most EST hrw701060682 .hi 

Method BLASTX 

NCBI GI gl653291 

BLAST score 312 

E value 3.0e~31 

Match length 138 

% identity 48 

NCBI Description (D90912) hypothetical protein [Synechocystis sp.] 

Seq. No. 20160 

Contig ID 73281_1 . R1040 

5' -most EST kmv700740113 .hi 

Method BLASTX 

NCBI GI g4539422 

BLAST score 915 

E value 6.0e-99 

Match length 270 

% identity 64 

NCBI Description (AL049171) putative protein [Arabidopsis thaliana] 

Seq. No. 20161 

Contig ID 73283_1 . R1040 

5 f -most EST uxk700669688 . hi 

Method BLASTX 

NCBI GI g3510253 

BLAST score 411 

E value 9.0e-40 

Match length 147 

% identity 54 

NCBI Description (AC005310) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 20162 

Contig ID 73293_1 . R1040 

5' -most EST kmv700738721 . hi 

Method BLASTX 

NCBI GI gl653608 

BLAST score 145 

E value 1.0e-08 

Match length 92 

% identity 39 

NCBI Description (D90915) hypothetical protein [Synechocystis sp.] 

Seq. No. 20163 

Contig ID 73329_1 . R1040 

5' -most EST smc700748172 . hi 

Seq. No. 20164 



3252 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73351JL.R1040 

g4397006 

BLASTX 

gl361982 

233 

4.0e-19 

144 
35 

4-coumarate — CoA ligase (EC 6.2.1.12) - Arabidopsis 
thaliana >gi_609340 (U18675) 4-coumarate — coenzyme A ligase 
[Arabidopsis thaliana] 



Seq. No. 


20165 


Contig ID 


73352 1.R1040 


5' -most EST 


LIB3170-013-Q1-J1-F6 


oc^ • WO . 




Contig ID 


73353 1.R1040 


5 '-most EST 


LIB3138-066-Q1-N1-A1 


Seq. No. 


20167 


Contig ID 


73354 1.R1040 


5 '-most EST 


zhf700959734.hl 


Seq. No. 


20168 


Contig ID 


73355 1.R1040 


5 '-most EST 


LIB3138-066-Q1-N1-A4 


rder.no a 


DloriO 1 A 


NCBI GI 


g3928096 


BLAST score 


209 


E value 


2.0e-16 


Match length 


97 


% identity 


41 


NCBI Description 


(AC005770) hypotheti 


Seq. No. 


20169 


Contig ID 


73362 1.R1040 


5' -most EST 


LIB3138-066-Q1-N1-B2 


Method 


BLASTX 


NCBI GI 


g2832685 


BLAST score 


422 


E value 


1.0e-41 


Match length 


111 


% identity 


70 


NCBI Description 


(AL021712) putative 


Seq. No. 


20170 


Contig ID 


73363 1.R1040 


5 '-most EST 


trc700562250.hl 


Method 


BLASTX 


NCBI GI 


g3582343 


BLAST score 


213 


E value 


5.0e-17 


Match length 


113 


% identity 


42 


NCBI Description 


(AC005496) putative 



3-o-glucosyltransf erase 



[Arabidopsis thaliana] 



3253 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20171 

73381JL.R1040 

jC-gmle01810O48fl0al 

BLASTX 

g2065436 

264 

9.0e-23 

202 

10 

(Y12709) tealp [Schizosaccharomyces pombe] 

>gi_3618212_emb_CAA20875_ (AL031579) cell polarity protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20172 

73388_1.R1040 

ncj700978411.hl 

BLASTN 

g294665 

199 

1.0e-107 

635 

83 

Castor bean chloroplast beta-ketoacyl-ACP synthase mRNA, 
complete cds 



Seq. No. 
Contig ID 
5 '-most EST 



20173 

73389JL.R1040 
zsg701117911.h2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20174 

73393JL.R1040 

LIB3138-003-Q1-N1-C8 

BLASTX 

g2160692 

777 

8.0e-83 

195 

77 

(U73527) B f regulatory subunit of PP2A [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20175 

73399J..R1040 

g5606917 

BLASTN 

g4138188 

34 

3.0e-09 

58 

90 

M.fuscata microsatellite DNA, MFGT27 region 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



20176 

73402_1.R1040 

epx701109988.hl 

BLASTN 



3254 




NCBI GI g4324494 

BLAST score 370 

E value 0.0e+00 

Match length 754 

% identity 97 , ^ ^ 

NCBI Description Glycine max glutamyl-tRNA reductase precursor (gtrl) gene, 

complete cds 



Seq. No. 20177 

Contig ID 73402_2 .R1040 

5 1 -most EST bth700843591 .hi 

Method BLASTN 

NCBI GI g4324494 

BLAST score 142 

E value 6.0e-74 

Match length 395 

% identity 90 

NCBI Description Glycine max glutamyl-tRNA reductase precursor (gtrl) gene, 
complete cds 

Seq. No. 20178 

Contig ID 73406_1.R1040 

5 T -most EST LIB3138-003-Q1-N1-E6 

Method B LASIX 

NCBI GI g4512688 

BLAST score 489 

E value 3.0e-49 

Match length 194 

% identity 55 . 
NCBI Description (AC006931) hypothetical protein [Arabidopsis tnaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20179 

73408JL.R1040 

ejt700606134.h2 

BLASTX 

g4154352 

487 

1.0e-48 

313 
36 

(AF110333) PrMC3 



Seq. No. 20180 

Contig ID 73410_1 .R1040 

5' -most EST LIB3138-004-Q1-N1-B7 

Method BLASTX 

NCBI GI g3451068 

BLAST score 273 

E value 5.0e-24 

Match length 100 

% identity 56 

NCBI Description (AL031326) putative protein [Arabidopsis 



Seq. No. 20181 

Contig ID 73413 JL.R1040 

5' -most EST LIB3138-004-Q1-N1-C1 



3255 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20182 

73415J..R1040 

trc700563435.hl 

BLASTX 

g3831443 

325 

5.0e-30 

90 

70 

(AC005819) putative auxin-regulated protein [Arabidopsis 
thaliana] 



Seq. No. 


20183 


Contig ID 


73424 1.R1040 


5 1 -most EST 


pmv700892842.hl 


Method 


BLASTX 


NCBI GI 


g2342719 


BLAST score 


339 


E value 


1.0e-31 


Match length 


146 


% identity 


46 


NCBI Description 


(AC002341) SF16 protein 


Seq. No. 


20184 


Contig ID 


73429 1.R1040 


5' -most EST 


g5058493 


Method 


BLASTX 


NCBI GI 


g3649778 


BLAST score 


895 


E value 


2.0e-96 


Match length 


344 


% identity 


51 


NCBI Description 


(AJ011303) pepc2 [Vicia 


Seq. No. 


20185 


Contig ID 


73431 2.R1040 


5 '-most EST 


leu701145851.hl 


Method 


BLASTX 


NCBI GI 


gl66341 


BLAST score 


158 


E value 


2.0e-10 


Match length 


71 


% identity 


45 


NCBI Description 


(M98267) alliinase [All 




allinase [Allium cepa] 


Seq. No. 


20186 


Contig ID 


73431 3.R1040 


5 '-most EST 


LIB3138-004-Q1-N1-E1 


Seq. No. 


20187 


Contig ID 


73438 1.R1040 


5' -most EST 


jC-gmle01810071d09al 


Method 


BLASTX 


NCBI GI 


gl001449 


BLAST score 


142 


E value 


1.0e-08 



>gi 1044969 (L48614) 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



117 
29 

(D63999) hypothetical protein [Synechocystis sp.] 
20188 

73439_1.R1040 

LIB3138-004-Q1-N1-F2 

BLASTX 

g2623298 

260 

2.0e-22 
105 
68 

(AC002409) 
thaliana] 



putative 4-alpha-glucanotransf erase [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20189 

73442JL.R1040 

trc700562148.hl 

BLASTN 

g2627180 

530 

0.0e+00 

858 

90 

Pisum sativum mRNA for cycloartenol synthase, complete cds 
20190 

73452__1.R1040 

leu701151993.hl 

BLASTX 

g3176676 

335 

6.0e-31 

107 
60 

(AC003671) Similar to carbonic anhydrase gb_L19255 from 
Nicotiana tabacum. ESTs gb_AA597643, gb_T45390 / gb_T43963 
and gb_AA597734 come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



20191 

73470_1.R1040 
LIB3138-005-Q1-N1-G3 

20192 

73478_1.R1040 
LIB3138-005-Q1-N1-H3 

20193 

73483JL.R1040 
LIB3138-006-Q1-N1-A11 

20194 

73484_1.R1040 
leu701155458.hl 



Seq. No. 



20195 



3257 



# 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



73489_1.R1040 

leu701157821.hl 

BLASTN 

g3236477 

94 

2.0e-45 

194 

87 

Gossypium hirsutum 26S protease regulatory subunit (PRA2) 
mRNA, partial cds 

20196 

73498_1.R1040 
jC-gmle01810060f05al 

20197 

73517JL.R1040 

zhf700954721.hl 

BLASTX 

g3738304 

300 

6.0e-27 

81 

64 

(AC005309) hypothetical protein [Arabidopsis thaliana] 
20198 

73518_2.R1040 

LIB3138-007-Q1-N1-D3 

BLASTX 

g3510253 

339 

1.0e-31 

116 

64 

(AC005310) hypothetical protein [Arabidopsis thaliana] 
20199 

73518_3,R1040 

jC-gmle01810055h04al 

BLASTX 

g3510253 

204 

1.0e-15 

214 
45 

(AC005310) hypothetical protein [Arabidopsis thaliana] 
20200 

73518_4.R1040 

kmv700743220.hl 

BLASTX 

g3510253 

358 

5.0e-34 

118 

64 



3258 



€1 



NCBI Description (AC0053I0) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



20201 

73522_1.R1040 
kmv700743684.hl 

20202 

73524_1.R1040 
LIB3138-007-Q1-N1-E2 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20203 

73529_1.R1040 
rca701001686.hl 

20204 

73531_1.R1040 

vzy700755309.hl 

BLASTX 

g2462839 

410 

3.0e-46 

231 

49 

(AF000657) unknown protein [Arabidopsis thaliana] 
20205 

73536_1.R1040 

uC-gmropic061b01bl 

BLASTX 

g2944180 

148 

2.0e-09 

97 

43 

(AF007779) trehalose-6-phosphate phosphatase [Arabidopsis 
thaliana] 

20206 

73560JL.R1040 

LIB3138-009-Q1-N1-G5 

BLASTX 

g629561 

593 

3.0e-61 

186 
59 

SRG1 protein - Arabidopsis thaliana 

>gi_47 9047_emb_CAA55654_ (X79052) SRG1 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



20207 

73565JL.R1040 
LIB3138-009-Q1-N1-H12 

20208 

73567JL.R1040 
V4L-02-Q1-E1-C4 



3259 



Seq. No. 


20209 


Contig ID 


73569 1.R1040 


5' -most EST 


LIB3138-010-Q1-N1-A1 


Seq. No. 


20210 


Contig ID 


73575 1.R1040 


5' -most EST 


LIB3139-106-P1-N1-B5 


Method 


BLASTX 


\TpDT r-T 


yj 0 y^i 1 0 0 


BLAST score 


168 


E value 


6.0e-15 


Match length 


114 


% identity 


41 


NCBI Description 


(AC005312) similar to phloem- 




thaliana] 


Seq. No. 


20211 


Contig ID 


73575_3.R1040 


5* -most EST 


uC-gmropic050gl0bl 


Method 


ahRb lA 


NCBI GI 


g3894159 


BLAST score 


240 


E value 


3.0e-20 


Match length 


120 


% identity 


40 


NCBI Description 


(AC005312) hypothetical prot< 


Seq. No. 


20212 


Contig ID 


73614 1.R1040 


S'-most EST 


gsv701050902.hl 


Method 


BLASTX 


NCBI GI 


g4138209 


BLAST score 


301 


E value 


3.0e-27 


Match length 


127 


% identity 


42 


NCBI Description 


(AJ223071) serine/threonine . 




[Mus musculus] 



Seq, No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



20213 

73625JL.R1040 

wvk700685792.hl 

BLASTX 

gl651689 

282 

8.0e-25 

138 

47 

(D90899) hypothetical protein [Synechocystis sp.] 
20214 

73640JL.R1040 

kmv700740633.hl 

BLASTX 

g3063709 

147 



3260 



€1 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



4.0e-09 

80 

46 

(AL022537) 



putative protein [Arabidopsis thaliana] 



20215 

73640_2.R1040 

dpv701099352.hl 

BLASTX 

g3063709 

141 

1.0e-08 

68 

50 

(AL022537) putative protein [Arabidopsis thaliana] 
20216 

73653JL.R1040 
LIB3138-028-Q1-N1-G12 

20217 

73656_1.R1040 
LIB3138-028-Q1-N1-G7 

20218 

73687_1.R1040 

kwa701015552.hl 

BLASTX 

g2253010 

657 

6.0e-69 

148 

82 

(Y14199) MAP3K delta-1 protein kinase [Arabidopsis 
thaliana] 

20219 

73695JL.R1040 
jC-gmfl02220088f07al 

20220 

73697JUR1040 
uC-gmrominsoy095dl0bl 

20221 

73699JL.R1040 
LIB3138-030-Q1-N1-C8 

20222 

73705_1.R1040 
trc700565129.hl 

20223 

73716JL.R1040 

LIB3138-031-Q1-N1-C11 

BLASTX 

g3928543 



3261 



BLAST score 


CI 

577 




E value 


5.0e-59 


Match length 


443 




% identity 


36 




NCBI Description 


(ABulooly) UDP-glucose 




thaliana] 


Seq. No. 


20224 


Contig ID 


73720 1.R1040 


5 ' -most EST 


zhf 700952490. hi 


Seq. No. 


20225 


Contig ID 


73741 1.R1040 


C 1 —.— —J- TCP 

o — most bbi 


LIB3138-031-Q1-N1-F3 


Seq. No. 


20226 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



73743_1.R1040 

LIB3138-032-Q1-N1-C6 

BLASTX 

g4455304 

201 

2.0e-33 

153 

53 

(AL035528) 



hypothetical protein [Arabidopsis thaliana] 



20227 

73757_1.R1040 
cle700967802.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20228 

73768JL.R1040 

LIB3138-032-Q1-N1-G11 

BLASTX 

g2765817 

432 

9.0e-43 

112 

68 

(Z95352) AtMlo-hl [Arabidopsis thaliana] 
>gi_3892049_gb_AAC78258.1__AAC78258 (AC002330) AtMlo-hl 
[Arabidopsis thaliana] 

20229 

73777_1.R1040 
LIB3138-032-Q1-N1-H12 

20230 

73784JL.R1040 

LIB3138-033-Q1-N1-F10 

BLASTX 

g2832304 

507 

2.0e-51 

172 

56 

(AF044489) receptor-like protein kinase [Oryza sativa] 



3262 



Seq. No. 
Contig ID 
5' -most EST 



20231 

73788JL.R1040 
smc700745082.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



20232 

73807JL.R1040 

pxt700945763.hl 

BLASTX 

g3395428 

249 

9.0e-21 

74 
70 

(AC004683) unknown protein [Arabidopsis thaliana] 
20233 

73807_2.R1040 

LIB3139-G92-P1-N1-E5 

BLASTX 

g3395428 

178 

7.0e-13 

49 

78 

(AC004 683) unknown protein [Arabidopsis thaliana] 
20234 

73833JL.R1040 

LIB3138-035-Q1-N1-D4 

BLASTX 

g4115379 

568 

3.0e-58 

201 

57 

(AC005967) 
thaliana] 



putative carbonyl reductase [Arabidopsis 



20235 

73845_1.R1040 

pxt700946458.hl 

BLASTX 

g2809246 

186 

1.0e-13 

56 
57 

(AC002560) F2401. 
20236 

73845_2.R1040 
rca700999891.hl 



15 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



20237 

73854JL.R1040 
LIB3138-002-Q1-N1-A1 



3263 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

S value 

Match length 

% identity 

NCBI Description 



20238 

73856J..R1040 

LIB3138-002-Q1-N1-A12 

BLASTX 

g3116132 

475 

1.0e-47 

142 

63 

(AL023288) ribosomal protein [Schizosaccharomyces pombe] 
>gi_3201578_dbj_BAA28752_ (AB015169) ribosomal protein LIE 
homolog [Schizosaccharomyces pombe] 



Seq. No. 


zuzoy 


Contig ID 


Mooo 1.K1U4U 


o -most: Lb 1 


goo / / lb / 


beq. wo. 


ZUZ^U 


uontiig id 


"JOOOA 1 nl A^n 

/ooyU 1.K1U4U 


5' -most EST 


LIB3138-001-Q1-N1-A8 


Method 


BLASTX 


NCBI GI 


g4ooyJDo 


BLAST score 


226 


E value 


1.0e-18 


Match length 


131 


% identity 


11 


NCBI Description 


(ACuOoboo) hypothetical prote 


Seq. No. 


20241 


Contig ID 


/ JyOl^l . R1U4U 


o -most EST 


uC-gmrominsoyziunlzbl 


Method 


BLASTX 


NCBI GI 


g2190553 


BLAST score 


o o n 

288 


E value 


1 . Oe-25 


Match length 


131 


% identity 


63 


NCBI Description 


(AC001229) Strong similarity 




zeta-crystallin-like protein 




thaliana] 


Seq. No. 


20242 


Contig ID 


73905JL.R1040 


5 1 -most EST 


uC-gmflminsoy043c02bl 


Seq. No. 


20243 


Contig ID 


73906 1.R1040 


5 T -most EST 


LIB3138-001-Q1-N1-E3 


Seq. No. 


20244 


Contig ID 


73917 2.R1040 


5 '-most EST 


crh700855376.hl 


Seq. No. 


20245 


Contig ID 


73917 3.R1040 


5' -most EST 


LIB3138-001-Q1-N1-H8 



[Arabidopsis 



3264 





20246 


Contig ID 


73924 1.R1040 


5' -most EST 


LIB3138-004-Q1-N1-B5 


oeq. JNio . 


Z UZ 4 / 


Contig ID 


73935_1.R1040 


5 r -most EST 


uC-gmrominsoy073h05bl 


Qa« Kir-* 

oeq * imo . 


ZUi.'iO 


Contig ID 


73984 1.R1040 


5' -most EST 


LIB3138-011-Q1-N1-A12 


Seq. No. 


20249 


Contig ID 


73993 1.R1040 


5" -most EST 


LIB3138-011-Q1-N1-B12 


Seq. No. 


20250 


Contig ID 


74022 1.R1040 


5 '-most EST 


jC-gmst02400011f08al 


Method 


BLASTX 


NCBI GI 


g3660465 


BLAST score 


850 


E value 


3.0e-91 


Match length 


299 


% identity 


55 


NCBI Description 


(AJ001753) Inositol 1 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20251 

74031JL.R1040 

zsg701127593.hl 

BLASTX 

g4455367 

646 

8.0e-68 

139 

51 

(AL035524) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20252 

74033JL.R1040 

fC-gmle7000741249al 

BLASTX 

g2499613 

410 

6.0e-40 

94 

78 

MI TOGEN -AC T I VATE D PROTEIN KINASE HOMOLOG MMK2 
>gi_1204129_emb_CAA57719__ (X82268) protein kinase [Medicago 
sativa] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



20253 

74036J..R1040 

g4396501 

BLASTX 



3265 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2316016 
582 

3.0e-60 

165 

33 

(U92650) MRP-like ABC transporter [Arabidopsis thaliana] 
20254 

74056__2.R1040 

epx701104601.hl 

BLASTX 

g3643610 

154 

4.0e-10 

33 
85 

(AC005395) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20255 

74057JL.R1040 

wvk700686167.hl 

BLASTX 

g3096910 

324 

7.0e-30 

100 

59 

(AJ005813) neoxanthin cleavage enzyme [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



20256 

74057_2.R1040 

rca700998178.hl 

BLASTX 

g3096910 

397 

5.0e-42 

105 
83 

(AJ005813) neoxanthin cleavage enzyme [Arabidopsis 
thaliana] 

20257 

74075JL.R1040 

LIB3138-011-Q1-N2-G4 

BLASTX 

g4314378 

353 

4.0e-33 

172 

46 

(AC006232) putative lipase [Arabidopsis thaliana] 
20258 

74076JUR1040 
uC-gmflminsoy071h08b2 



3266 



Method 


nT 7\ n mil 

BLASTN 


NCBI GI 


g2062691 


BLAST score 


33 


E value 


5 . Oe-09 


Match length 


37 


% identity 


61 


NCBI Description 


Human sodium phosphate transporter (NPT4) mRNA, complete 




cds 


Seq. No. 


20259 


Contig ID 


74100 1.R1040 


5 1 -most EST 


LIB3138-061-Q1-N1-G5 


Method 


BLASTX 


NCBI GI 


g2266947 


BLAST score 


1994 


E value 


0 . 0e+00 


Match length 


449 


% identity 


87 


NCBI Description 


(AF008939) phosphoenolpyruvate carboxylase 1 [Gossypium 




hirsutum] 


Seq. No. 


20260 


Contig ID 


74134 1.R1040 


5* -most EST 


zhf700954523 .hi 


Method 


BLASTX 


NCBI GI 


g3413706 


BLAST score 


735 


E value 


1.0e-77 


Match length 


233 


% identity 


56 


NCBI Description 


(AC004747) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


20261 


Contig ID 


74140_1.R1040 


5' -most EST 


zsg701120218 .hi 


Seq. No. 


20262 


Contig ID 


74141 1.R1040 


5 f -most EST 


jC-gmro02800039f Ooal 


Method 


BLASTX 


NCBI GI 


g3386618 


BLAST score 


146 


E value 


3. 0e-09 


Match length 


86 


% identity 


40 


NCBI Description 


(AC004665) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


20263 


Contig ID 


74154 1.R1040 


5 '-most EST 


LIB3138-013-Q1-N1-B3 


Method 


BLASTN 


NCBI GI 


gl022364 


BLAST score 


125 


E value 


7.0e-64 


Match length 


364 


% identity 


86 


NCBI Description 


V.faba mRNA for sucrose phosphate synthase 



3267 



Seg. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20264 

74167J..R1040 

LIB3138-013-Q1-N1-D1 

BLASTX 

g3322278 

151 

9.0e-10 

123 
32 

(AE001187) 
pallidum] 



conserved hypothetical protein [Treponema 



Seq. No. 

Contig ID 
5" -most EST 



20265 

74169_1.R1040 
zhf 700962388. hi 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20266 

74185JL.R1040 

kmv700737879.hl 

BLASTN 

g887572 

250 

1.0e-138 

621 
85 

P. sativum mRNA for starch synthase (2988 bp) 



Seq. No. 
Contig ID 
5 '-most EST 



20267 

74188J..R1040 
ejt700606271.hl 



Seq. No. 
Contig ID 
5' -most EST 



20268 

74189J..R1040 
LIB3170-043-Q1-J1-F4 



Seq. No. 
Contig ID 
5 '-most EST 



20269 

74191_2.R1040 
LIB3138-013-Q1-N1-F9 



Seq. No. 
Contig ID 
5' -most EST 



20270 

74199JL.R1040 
LIB3138-104-Q1-N1-C7 



Seq. No. 
Contig ID 
5 '-most EST 



20271 

74201J..R1040 

uC-gmrominsoy236f 08bl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



20272 

74202J..R1040 

uC-gmflminsoyOllbllbl 

BLASTX 

g3152608 

303 

2.0e-43 

121 

79 



3268 



NCBI Description 



(AC004482) 
thaliana] 



putative BELl-like homeotic protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 



20273 

74203JL.R1040 

zsg701129351.hl 

BLASTX 

g4510389 

232 

3.0e-19 

115 

48 

(AC007017) putative solute carrier protein [Arabidopsis 
thaliana] 

20274 

74220JL.R1040 

jC~gmle01810024f01al 

BLASTX 

g2252830 

189 

4.0e-14 

47 
74 

(AF013293) weak similarity to receptor protein kinase 
[Arabidopsis thaliana] 

20275 

74220_2.R1040 

fC-gmle700873248al 

BLASTX 

g3355465 

282 

6.0e-25 

140 

46 

(AC004218) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

20276 

74242_1.R1040 

gsv701052695.hl 

BLASTX 

g3242705 

663 

2.0e-69 

160 

79 

(AC003040) putative nicotinate phosphor ibosyltransf erase 
[Arabidopsis thaliana] 

20277 

74256JL.R1040 

jC-gmro02910056g03al 

BLASTX 

g2225877 

474 



3269 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



1.0e-47 

120 
76 

(AB002406) TIP49 [Rattus norvegicus] >gi_4106528 (AF100694) 
Pontin52 [Mus musculus] >gi_452127 6_dbj__BAA7 6313 . 1_ 
(AB001581) DNA helicase p50 [Rattus norvegicus] 

20278 

74263JL.R1040 

LIB3138-014-Q1-N1-H1 

BLASTX 

g2500981 

721 

2.0e-76 

168 

81 

GLUTAMYL- TRNA SYNTHETASE (GLUTAMATE — TRNA LIGASE) (GLURS) 

>gi_1084418_pir S51685 glutamate~tRNA ligase (EC 

6.1,1.17) - common tobacco >gi_603867_emb_CAA58506_ 
(X83524) glutamate — tRNA ligase [Nicotiana tabacum] 

20279 

74278_1.R1040 
seb700653526.hl 



Seq, No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



20280 

74278_2.R1040 
jC-gmfl02220084f02al 

20281 

74302_1.R1040 
awf700843291.hl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



20282 

74306_1.R1040 

pcp700995542.hl 

BLASTX 

g2088648 

603 

2.0e-62 

312 

46 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
20283 

74306_2.R1040 

jC-gmle01810020d03al 

BLASTX 

g2088648 

247 

6.0e-21 

161 
38 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
20284 

74312 1.R1040 



3270 



5' -most EST 


LIB3138-014-Q1-N2-G10 


Seq, No. 


20285 


Contig ID 


74330 1.R1040 


5' -most EST 


LIB3138-015-Q1-N1-A12 


Seq. No. 


20286 


Contig ID 


74351JL.R1040 


5 1 -most EST 


uC-gmropicQ50a09bl 


Method 


BLASTX 


UVyJJX O -L. 


U £. U J- U ^1 \J 


BLAST score 


172 


E value 


5.0e-12 


Match length 


60 


% identity 


58 


NCBI Description 


(AJ006404) late elongated hypocotyl [Arabidopsis thali 


Seq. No. 


20287 


Contig ID 


74369 1.R1040 


5 T -most EST 


jex700904202.hl 


Method 


BLASTX 




y *i Jli DO / 


BLAST score 


2028 


E value 


0.0e+00 


Match length 


603 


% identity 


68 


NCBI Description 


(AC006931) putative MAP kinase [Arabidopsis thaliana] 


Seq. No. 


20288 


Contig ID 


74377 1.R1040 


5 f -most EST 


smc700748641.hl 


Method 


BLASTX 


NCBI GI 


g!708461 


BLAST score 


246 


T* 1 tt •a 1 no 

£j VdlUc 


A fio- 91 

ft ■ ue i x. 


Match length 


90 


% identity 


56 


NCBI Description 


I AA- AMI NO ACID HYDROLASE , H0M0L0G 1 PRECURSOR >gi 90278 




(U23795) ILL1 [Arabidopsis thaliana] >gi_2921829 (AF04 




IAA-amino acid hydrolase [Arabidopsis thaliana] 


Seq. No. 


20289 


Contig ID 


74390JL.R1040 


5' -most EST 


uC-gmflminsoy081c01bl 


Method 


BLASTX 




y £ Djjujo 


BLAST score 


342 


E value 


5.0e-32 


Match length 


17 0 


% identity 


44 


NCBI Description 


(AF023472) peptide transporter [Hordeum vulgare] 


Seq. No. 


20290 


Contig ID 


74404 1.R1040 


5 1 -most EST 


g5606646 



Seq. No. 20291 



3271 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



74407_1.R1040 

jC-gmle01810077g01dl 

BLASTX 

gl653791 

203 

8.0e-16 

100 
40 

(D90916) hypothetical protein [Synechocystis sp.] 
20292 

74408JL.R1040 

zzp700835772.hl 

BLASTN 

g3785968 

36 

1.0e-10 

144 

87 

Arabidopsis thaliana chromosome II BAC F2I9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

20293 

74418JL.R1040 

LIB3138-015-Q1-N2-F1 

BLASTX 

g3355467 

238 

2.0e-25 

116 

57 

(AC004218) hypothetical protein [Arabidopsis thaliana] 
20294 

74421JL.R1040 
LIB3138-015-Q1-N2-F4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20295 

74438_1.R1040 

wrg700789441.h2 

BLASTX 

g2239089 

905 

2.0e-97 

437 

45 

( Z8 4 3 8 6 ) anthranilate N-hydroxycinnamoyl/benzoyltrans f erase 
[Dianthus caryophyllus] >gi_3288180_emb_CAB114 66_ (Z98758) 
anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



20296 

74438_2. R1040 

jC-gmst02400048b07al 

BLASTX 

g2239083 

240 



3272 



CP 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-20 " 

113 

48 

{ Z8438 3 ) anthranilat e N-hydroxycinnamoyl /benzoylt rans f erase 
[Dianthus caryophyllus] >gi_2239087_emb_CAB06429_ (Z84385) 
anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 

20297 

74438_3.R1040 

trc700562081.hl 

BLASTX 

g2239083 

343 

3.0e-32 

160 

44 

(Z84383) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi_2239087__emb_CAB06429_ (Z84385) 
anthranilate N-hydroxycinnamoyl /benzoyltransf erase 
[Dianthus caryophyllus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20298 

74446_1.R1040 

LIB3138-016-Q1-N1-A4 

BLASTX 

g3540208 

674 

4.0e-71 

148 

80 

(AC004260) Hypothetical protein [Arabidopsis thaliana] 
20299 

74453JL.R1040 

jC-gmst02400049g09al 

BLASTX 

g3687652 

538 

7.0e-55 

181 

56 

(AF047352) rubisco activase precursor [Datisca glomerata] 
20300 

74456JL.R1040 

jC-gmro02910024bl0al 

BLASTX 

g3776581 

565 

4.0e-58 

177 

58 

(AC005388) Similar to Beta integral membrane protein 
homolog gb_U43629 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 



20301 



3273 



# 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74460_1.R1040 

LIB3138-016-Q1-N1-C5 

BLASTX 

g2244971 

566 

2.0e-58 

162 

72 

(Z97340) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 T -most EST 



20302 

74461JL.R1040 
jC-gmle01810006a02dl 



Seq. No. 
Contig ID 
5' -most EST 



20303 

74466_1.R1040 
LIB3138-016-Q1-N1-D2 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20304 

74472_1.R1040 

zsg701119282.hl 

BLASTX 

g4567260 

715 

1.0e-75 

152 
88 

(AC006841 
reductase 



putative NADPH dependent mannose 6-phosphate 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20305 

74484_1.R1040 

uC-gmf Iminsoy016hl0bl 

BLASTX 

g2781345 

433 

2.0e-42 

276 

34 

(AC003113) F2401.2 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



20306 

74491_1.R1040 
jC-gmle01810093g06al 



Seq. No. 
Contig ID 
5' -most EST 



20307 

74491_2.R1040 
kmv700741877.hl 



Seq. No. 
Contig ID 
5 '-most EST 



20308 

74522_1.R1040 
kmv700742508.hl 



Seq. No. 
Contig ID 
5' -most EST 



20309 

74525_1.R1040 
g5126278 



3274 



CI 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



20310 

74525_2.R1040 
jC-gmfl02220113h03al 

20311 

74535_1.R1040 

LIB3138-017-Q1-N1-F8 

BLASTX 

g2623295 

675 

5.0e-71 

182 

73 

(AC002409) hypothetical protein [Arabidopsis thaliana] 
20312 

74548_1.R1040 

gsv701048987.hl 

BLASTX 

g421960 

569 

1.0e-58 

164 

69 

small nuclear ribonucleoprotein U2B 1 ' - potato >gi_16958 9 
(M72892) spliceosomal protein [Solanum tuberosum] 

20313 

74566JL.R1040 
LIB3138-018-Q1-N1-C6 

20314 

74570JL.R1040 
epx701104555.hl 

20315 

74588_1.R1040 
LIB3138-018-Q1-N1-F10 

20316 

74592_1.R1040 
wrg700790506.h2 

20317 

74595_1.R1040 
LIB3138-018-Q1-N1-F8 

20318 

74608JL.R1040 
LIB3138-018-Q1-N1-H8 

20319 

74611_1.R1040 

gsv701055362.hl 

BLASTX 

g2911053 

311 



3275 



E value 


1 . Oe-28 


Match length 


77 


% identity 


77 


NCBI Description 


(AL021961) hypothetical protein | 


Seq. No. 


20320 


Contig ID 


74612 1.R1040 


5 f -most EST 


LIB3138-019-Q1-N1-H2 


Seq. No. 


20321 


Contig ID 


74618_1.R1040 


5' -most EST 


jC-gmle01810070cllal 


Method 


BLASTX 


NCBI GI 


g3426051 


BLAST score 


236 


E value 


2 . Oe-19 


Match length 


117 


% identity 


38 


NCBI Description 


(AC005168) hypothetical protein 


Seq. No. 


20322 


Contig ID 


74632__1.R1040 


5' -most EST 


LIB3138-021-Q1-N1-D6 


Method 


BLASTX 


NCBI GI 


g2244904 


BLAST score 


142 


E value 


1.0e-08 


Match length 


144 


% identity 


9 


NCBI Description 


(Z97339) similar to hypothetical 




[Arabidopsis thaliana] 


Seq. No. 


20323 



. 7 - Caenorha 



Contig ID 
5' -most EST 



74635JL.R1040 
LIB3138-021-Q1-N1-F2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 T -most EST 
Method 



20324 

74646_1.R1040 

LIB3138-022-Q1-N1-C1 

BLASTN 

g4105179 

152 

8.0e-80 

476 

83 

Pisum sativum plastoglobule associated protein PG1 
precursor, mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

20325 

74664_1.R1040 
pmv700893519.hl 

20326 

74667_1.R1040 

LIB3138-023-Q1-N1-B12 

BLASTX 



3276 



NCBI GI 


g3063693 


BLAST score 


553 


E value 


7 . Oe-o / 


Match length 


132 


% identity 


75 


NCBI Description 


(AL022537) putative protein [Arabidopsis 


Seq. No. 


r> n o 1 *7 

ZOoZ f 


Contig ID 


74697 1.R1040 


5 '-most EST 


LIB3138-025-Q1-N1-A9 


Seq. No. 


20328 


Contig ID 


74718 1.R1040 


5' -most EST 


LIB3170-078-Q1-K1-D6 


Seq. No. 


20329 


Contig ID 


74726 1. RIO 4 0 


5' -most EST 


j C-gmf 10222 008 6c01al 


Seq. No. 


20330 


Contig ID 


74736 1.R1040 


5' -most EST 


uC-gmropiclQ5e0ibl 


Method 


BLASTX 


NCBI GI 


g4559333 


BLAST score 


574 


E value 


5.0e-59 


Match length 


276 


% identity 


35 


NCBI Description 


(AC007087) unknown protein [Arabidopsis 


Seq. No. 


20331 


Contig ID 


74736 2.R1040 


5' -most EST 


uC-gmropic04 3al2bl 


Seq. No. 


20332 


Contig ID 


74757_1.R1040 


5' -most EST 


gsv701044314 .hi 


Method 


BLASTX 


NCBI GI 


g2109293 


BLAST score 


538 


E value 


6.0e-55 


Match length 


138 


% identity 


78 


NCBI Description 


(U97568) serine/threonine protein kinase 




thaliana] 


Seq. No. 


20333 


Contig ID 


74757_2.R1040 


5 '-most EST 


uC-gmrommsoy275h07bl 


Method 


BLASTX 


NCBI GI 


g2109293 


BLAST score 


310 


E value 


2.0e-28 


Match length 


88 


% identity 


73 


NCBI Description 


(U97568) serine/threonine protein kinase 




thaliana] 



3277 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20334 

74763JL.R1040 

LIB3138-027-Q1-N1-H1 

BLASTX 

g4432841 

446 

2.0e-44 

131 

69 

(AC006283) hypothetical protein [Arabidopsis thaliana] 
20335 

74769_1.R1040 

LIB3138-029-Q1-N1-B2 

BLASTX 

gl524316 

336 

1.0e-31 

89 

72 

(Y07721) glutathione S-transferase [Petunia x hybrida] 
20336 

74814_1.R1040 

dpv701098983.hl 

BLASTX 

g3878119 

273 

4.0e-24 

131 

45 

(Z49068) similar to GTP-binding protein; cDNA EST 
EMBL:M89111 comes from this gene; cDNA EST EMBL:D27709 
comes from this gene; cDNA EST EMBL:D27708 comes from this 
gene; cDNA EST EMBL:D73788 comes from this gene; cDNA EST 
yk353 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20337 

74816_1.R1040 

LIB3138-037-Q1-N1-G5 

BLASTX 

g4529972 

207 

2.0e-16 

105 

47 

(AC002330) putative chloroplast outer envelope 86-like 
protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



20338 

74854_1.R1040 
jC-gmle01810060g03dl 



Seq. No. 
Contig ID 
5' -most EST 



20339 

74863JL.R1040 
uxk700668692.hl 



3278 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20340 

74868J..R1040 

LIB3138-041-Q1-N1-H2 

BLASTX 

g2344871 

232 

2.0e-19 

76 

59 

(AJ001270) purple acid phosphatase precursor [Phaseolus 
vulgaris] 



Seq. No. 

Contig ID 
5 '-most EST 



20341 

74903_1.R1040 
jC-gmle01810012e03dl 



Seq. No. 
Contig ID 
5 f -most EST 



20342 

74909__1.R1040 
jC-gmle01810035d04a2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20343 

74914JL.R1040 

LIB3138-046-Q1-N1-H12 

BLASTX 

g4432844 

393 

6.0e-38 

116 

65 

(AC006283) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20344 

74938JL.R1040 

rca700996925.hl 

BLASTX 

g3928543 

435 

5.0e-43 

123 

61 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20345 

74940JL.R1040 

LIB3138-050-Q1-N1-C11 

BLASTN 

g2924257 

171 

3.0e-91 

489 

83 

Tobacco chloroplast genome DNA 



Seq. No. 
Contig ID 



20346 

74942 1.R1040 



3279 



5' -most EST 


ncj700979419.hl 


Method 


BLASTX 


NCBI GI 


g3342913 


BLAST score 


731 


E value 


1 3.0e-77 


Match length 


215 


% identity 


63 


NCBI Description 


(AF078916) oligopeptidase 


Seq. No. 


20347 


Contig ID 


74946JL.R1040 


5 f -most EST 


LIB3138-051-Q1-N1-G1 


Method 


BLASTN 


NCBI GI 


g3892698 


RTiAST score 


37 


E value 


2.0e-ll 


Match length 


53 


% identity 


92 


NCBI Description 


Arabidopsis thaliana DNA 




(ESSAII project) 


Seq. No. 


20348 


Contig ID 


74953_1.R1040 


5' -most EST 


LIB3138-054-Q1-N1-C3 


Method 


BLASTX 


NCBI GI 


gl21613 


BLAST score 


142 


E value 


6.0e-09 


Match length 


66 



BAC clone F7K2 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



47 

GLUCOSE-REPRESSIBLE GENE PROTEIN >gi_3014_emb_CAA32907_ 
(X14801) grgl [Neurospora crassa] 

20349 

74959_1.R1040 

uC-gmrominsoyl22b04bl 

BLASTX 

g2736155 

427 

3.0e-42 

124 

69 

(AF022082) sulfolipid biosynthesis protein [Arabidopsis 
thaliana] >gi_3688184_emb_CAA21212_ (AL031804) sulfolipid 
biosynthesis protein SQD1 [Arabidopsis thaliana] 

20350 

74962_1.R1040 
ssr700554826.hl 



Seq. No. 
Contig ID 
5' -most EST 



20351 

74974_1.R1040 
LIB3138-057-Q1-N1-D6 



Seq. No. 
Contig ID 
S'-most EST 



20352 

74984JL.R1040 
LIB3138-059-Q1-N1-A12 



3280 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

g4056480 

269 

1.0e-28 

83 

78 

(AC005896) 



putative adenylate kinase [Arabidopsis thaliana] 



20353 

74999_1.R1040 

jC-gmfl02220142el0al 

BLASTX 

g4510401 

426 

7.0e-42 

92 
80 

(AC006587) putative general negative regulator of 
transcription [Arabidopsis thaliana] 

20354 

75008_1.R1040 

sat701009033.hl 

BLASTX 

g2459412 

321 

8.0e-30 

79 

75 

(AC002332) putative G9a protein [Arabidopsis thaliana] 



20355 

75014_2.R1040 
zsg701120210.hl 

20356 

75021_1.R1040 
vwf 700677268. hi 

20357 

75033_1.R1040 

zsg701127101.hl 

BLASTN 

g510545 

341 

0.0e+00 

549 

91 

P. sativum mRNA for starch 
20358 

75043_1.R1040 
LIB3138-060-Q1-N1-B11 

20359 

75057_1.R1040 
pxt700945650*hl 



branching enzyme I 



3281 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 ' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



20360 

75073_1.R1040 
jC-gmle01810043fl0al 

20361 

75073__2.R1040 
vzy700750556.hl 

20362 

75098_1.R1040 

rca700997490.hl 

BLASTX 

g2584787 

512 

5.0e-52 

150 

63 

(X957 62) Aminopeptidase P-like [Homo sapiens] 
20363 

75106_1.R1040 

zhf700960273.hl 

BLASTX 

gll75016 

132 

2.0e-15 

180 

36 

WHITE PROTEIN HOMOLOG >gi_116018 6_emb_CAA62631_ (X91249) 
white [Homo sapiens] 

20364 

75110_1.R1040 
zhf700957080.hl 

20365 

75119_1.R1040 

uC-gmflminsoy098b08bl 

BLASTX 

g3176690 

267 

4.0e-23 

201 

36 

(AC003671) Similar to ubiquitin ligase gb_D63905 from S. 
cerevisiae. EST gb__R65295 comes from this gene. 
[Arabidopsis thaliana] 

20366 

75138__1.R1040 
LIB3138-061-Q1-N1-H10 

20367 

75145_1.R1040 

rca700996271.hl 

BLASTX 



3282 



CI 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4415924 
244 

5.0e-21 

72 
67 

(AC006282) putative glucosyl transferase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20368 

75146JL.R1040 

LIB3138-061-Q1-N1-H7 

BLASTX 

g3738302 

281 

4.0e-25 

90 
56 

(AC005309) tubby-like protein [Arabidopsis thaliana] 
>gi_4249398 (AC006072) putative tubby protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



20369 

75161_1.R1040 
kl!701214423.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20370 

75169_1.R1040 

uC-gmrominsoyl26a04bl 

BLASTX 

g3063706 

520 

1.0e-52 

263 

44 

(AL022537) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



20371 

75180_1.R1040 
jC-gmle01810011e08al 

20372 

75191_1.R1040 
hyd700725680.hl 

20373 

75197JL.R1040 
LIB3138-062-Q1-N1-G12 



Seq. No. 
Contig ID 
5 '-most EST 



20374 

75207_1.R1040 
seb700653583.hl 



Seq. No. 
Contig ID 
5' -most EST 



20375 

75222_1.R1040 
jC-gmle01810006f04dl 



Seq. No. 



20376 



3283 



Contig ID 


75227 1.R1040 


5' -most EST 


hyd700725231.hl 


Seq. No. 


20377 


Contig ID 


75246 1.R1040 


5' -most EST 


vzy700752157.hl 


Method 


BLASTX 


NCBI GI 


g4ooyoo y 


BLAST score 


192 


E value 


2.0e-14 


Match length 


80 


•6 identity 




NCBI Description 


(AL035526) putative ] 


Seq, No. 


20378 


Contig ID 


75246 2.R1040 


5' -most EST 


kmv700739446.hl 


Seq. No. 


20379 


Contig ID 


75260 1.R1040 


5 '-most EST 


LIB3138-064-Q1-N1-D9 


Method 


BLASTX 




gjooo lo o 


BLAST score 


176 


E value 


1.0e-12 


Match length 


130 


% identity 


36 


NCBI Description 


(AL031804) putative 


Seq. No. 


20380 


Contig ID 


75274 1.R1040 


5 '-most EST 


hyd700729267.hl 


Seq. No. 


20381 


Contig ID 


75298 1.R1040 


5' -most EST 


jC-gmf!02220126h01al 


Method 


BLASTX 


NCBI GI 


g3372677 


DLiHoi score 




E value 


7.0e-20 


Match length 


68 


% identity 


69 


NCBI Description 


(AFUbl/4y) tumorous 




[Homo sapiens] 


Seq. No. 


20382 


Contig ID 


75298 2.R1040 


5 T -most EST 


jC-gmfl02220131h01al 


Seq. No. 


20383 


Contig ID 


75308 1.R1040 


5 '-most EST 


pmv700894680.hl 


Method 


BLASTX 


NCBI GI 


g2739368 


BLAST score 


297 


E value 


3.0e-27 


Match length 


86 



3284 



% identity 73 , 

NCBI Description (AC002505) cyclin-like protein [Arabidopsis thalianaj 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20384 

75318_1.R1G40 
LIB3138-070-P1-N1-A10 

BLASTX 

g2984004 

1274 

1.0e-140 

434 

53 

(AE000750) threonyl-tRNA synthetase [Aquifex aeolicus. 



Seq. No. 20385 

Contig ID 75336_1 .R1040 

5' -most EST jC-gmro02800040a01dl 

Method BLASTX 

NCBI GI gl619321 

BLAST score 162 

E value 4.0e-ll 

Match length 71 

% identity 44 

NCBI Description (Y07563) hinl [Nicotiana tabacum] 

Seq. No. 20386 

Contig ID 75361_1 .R1040 

5 1 -most EST LIB3138-070-P1-N1-F6 

Method BLASTX 

NCBI GI g2811029 

BLAST score 474 

E value 1.0e-47 

Match length 134 

% identity 67 

NCBI Description ACETYLORNI THINE AMINOTRANSFERASE PRECURSOR (ACOAT) 
(ACETYLORNITHINE TRANSAMINASE) (AOTA) 
>giJL944511_emb_CAA69936_ (Y08680) acetylornithine 
aminotransferase [Alnus glutinosa] 



Seq. No. 20387 

Contig ID 75364_1 .R1040 

5 T -most EST LIB3138-070-P1-N1-G2 

Method BLASTX 

NCBI GI g2642438 

BLAST score 27 6 

E value 2.0e-24 

Match length 120 

% identity 47 

NCBI Description (AC002391) putative indole-3-acetate 

beta-glucosyltransferase [Arabidopsis thaliana] 



Seq. No. 20388 

Contig ID 75391_1 . R1040 

5' -most EST ary700764454 .hi 

Method BLASTX 

NCBI GI g2911075 

BLAST score 678 



3285 



E value 


4.0e-71 


Match length 


228 






NCBI Description 


(AL021960) putative protein [Arabidopsis thaliana] 


Seq. No. 


20389 


Contig ID 


75396 1.R1040 


5" -most EST 


xpa700794969.hl 


Seq. No. 


20390 


Contig ID 


75406 1.R1040 


5* -most EST 


uC-gmropic047f08bl 


Method 


BLASTX 




nA M Q1 QQ 


BLAST score 


330 


E value 


1.0e-30 


Match length 


187 


% identity 


39 


NCBI Description 


(AB024050) MYC-RP [Perilla frutescens] 


Seq. No. 


20391 


Contig ID 


75408 1.R1040 


5 1 -most EST 


wvk700684108,hl 


Method 


BLASTX 


NCBI GI 


g3287695 


BLAST score 


628 


E value 


& . ue-oo 


Match length 


199 


% identity 


59 


NCBI Description 


(AC003979) Similar to hypothetical protein C34B7.2 




gb_1729503 from C. elegans cosmid gb_Z83220. [Arab, 




thaliana] 


Seq. No. 


20392 


Contig ID 


75423 1.R1040 


5 T -most EST 


uaw700667085.hl 


Method 


BLASTX 


JNUrSl Vj-L 


rr"59Q anno 


BLAST score 


677 


E value 


3.0e-71 


Match length 


185 


s identity 


11 


NCBI Description 


(AF073522) CRP1 [Zea mays] 


Seq. No. 


20393 


Contig ID 


75427 1.R1040 


5' -most EST 


LIB3138-071-P1-N1-G7 


Seq. No. 


20394 


Contig ID 


75445 1.R1040 


5 1 -most EST 


LIB3170-081-Q1-J1-F11 


Method 


BLASTN 


NCBI GI 


gl816649 


BLAST score 


86 


E value 


2.0e-40 


Match length 


90 


% identity 


99 



3286 



NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



Lupinus luteus NADH plastiquinone oxidoreductase subunit J 
(ndhJ) gene, chloroplast gene encoding chloroplast protein, 
complete cds 

20395 

75454_1.R1040 
LIB3138-072-P1-N1-D6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20396 

75458JL.R1040 

LIB3138-072-P1-N1-E12 

BLASTX 

g3738302 

560 

9.0e-58 

134 

81 

(AC005309) tubby-like protein [Arabidopsis thaliana] 
>gi_4249398 (AC006072) putative tubby protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 



20397 

75467_1.R1040 

LIB3138-072-P1-N1-F10 

BLASTX 

g3289002 

164 

2.0e-ll 

134 

8 

(AF073522) CRP1 [Zea mays] 
20398 

75476JL.R1040 

LIB3138-072-P1-N1-G3 

BLASTX 

g4335752 

230 

3.0e-19 

91 
49 

(AC006284) putative myb transcription factor-like protein 
[Arabidopsis thaliana] 

20399 

75483_1.R1040 
LIB3139-074-P1-N1-B2 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



20400 

75484_1.R1040 

hyd700728979.hl 

BLASTX 

g4544462 

367 

3.0e-35 

84 

74 



3287 



© 



NCBI Description (AC006580) putative NAM protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20401 

75491JL.R1040 

jC-gmst02400020h06al 

BLASTX 

gl495251 

314 

9.0e-29 

157 
41 

(Z70314) heat-shock protein [Arabidopsis thaliana] 
20402 

75496_1.R1040 

kll701212688.hl 

BLASTX 

gl706130 

783 

1.0e-135 

278 

86 

CDPK- RELATED PROTEIN KINASE (PK421) >gi_2129917_pir S60052 

calcium-dependent protein kinase homolog - carrot 
>gi_1103386_emb_CAA58750_ (X83869) CDPK-related protein 
kinase [Daucus carota] 



Seq. No. 


20403 


Contig ID 


75501 1.R1040 


5 1 -most EST 


kmv700739384.hl 


Method 


BLASTX 


NCBI GI 


g4049353 


BLAST score 


637 


E value 


2.0e-73 


Match length 


253 


% identity 


52 


NCBI Description 


(AL034567) putative ] 


Seq. No. 


20404 


Contig ID 


75514 1.R1040 


5' -most EST 


pcp700991054.hl 


Method 


BLASTX 


NCBI GI 


g2505876 


BLAST score 


456 


E value 


2.0e-45 


Match length 


121 


% identity 


76 


NCBI Description 


(Y12776) MYB-related 


Seq. No. 


20405 


Contig ID 


75518 1.R1040 


5' -most EST 


rlr700895395.hl 


Method 


BLASTX 


NCBI GI 


g2104949 


BLAST score 


828 


E value 


1.0e-88 


Match length 


194 



3288 



(I 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



(U96716) MAP kinase-like protein [Selaginella lepidophylla] 
20406 

75531_1.R1040 

LIB3138-073-P1-N1-H8 

BLASTX 

g4160292 

324 

3.0e-30 
114 

59 , . 

(Y18209) alpha-N-acetylglucosaminidase [Nicotiana tabacumj 

20407 

75539_1.R1040 
LIB3138-074-P1-N1-A7 

20408 

75548_1.R1040 

awf700840551.hl 

BLASTX 

g3269295 

783 

3.0e-83 

282 

(AL030978) putative protein [Arabidopsis thaliana] 



20409 
75558JL 
LIB3138 
BLASTX 
g4455350 
424 

2.0e-41 

136 
68 

(AL035524 



R1040 

074-P1-N1-E12 



putative protein [Arabidopsis thaliana] 



20410 

75560_1.R1040 

pmv700889437.hl 

BLASTX 

g2829916 

865 

6.0e-93 

219 

78 

(AC002291) Unknown protein [Arabidopsis thaliana] 
20411 

75570_1.R1040 
LIB3138-074-P1-N1-F8 

20412 

75574 2.R1040 



3289 



o 



5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 



zzp700832826.hl 
20413 

75577_1.R1040 
zhf700965211.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No*. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



20414 

75577_2.R1040 
ssr700559836.hl 

20415 

75599_1.R1040 

pcp700992572.hl 

BLASTX 

gll71577 

1056 

1.0e-115 

257 

75 

(X95343) hypersensitivity- related gene 



[Nicotiana tabacum] 



20416 

75599_2.R1040 

jC-gmro02910002b02dl 

BLASTX 

gll71577 

355 

1.0e-33 

90 
74 

(X95343) hypersensitivity-related gene [Nicotiana tabacum] 
20417 

75599_3.R1040 

kmv700742482.hl 

BLASTX 

gll71577 

173 

2.0e-12 

53 

66 

(X95343) hypersensitivity-related gene [Nicotiana tabacum] 
20418 

75600_1.R1040 

LIB3138-075-P1-N1-C8 

BLASTX 

g2864618 

362 

2.0e-34 

152 

43 

(AL021811) putative protein [Arabidopsis thaliana] 
20419 

75608J..R1040 
kll701204661.hl 



3290 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

gl076685 

365 

8.0e-35 

148 

45 

SPF1 protein - sweet potato >gi_484261_dbj 
(D30038) SPF1 protein [Ipomoea batatas] 

20420 

75611JL.R1040 
LIB3138-075-P1-N1-F10 



BAA06278 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



Seq. No. 
Contig ID 



20421 

75617JL.R1040 

g4292786 

BLASTX 

g3482933 

1061 

1.0e-116 

301 
67 

(AC003970) Similar to cdc2 protein kinases [Arabidopsis 
thaliana] 

20422 

75638_1.R1040 

LIB3138-079-P1-N1-B5 

BLASTX 

g4432846 

341 

6.0e-32 

100 

65 

(AC006283) unknown protein [Arabidopsis thaliana] 
20423 

75651_1.R1040 

uC-gmflminsoy079hl0bl 

BLASTX 

g4105798 

285 

2.0e-25 

75 

63 

(AF049930) PGP237-11 [Petunia x hybrida] 
20424 

75652JL.R1040 
epx701108475.hl 

20425 

75655_1.R1040 
pxt700944393.hl 

20426 

75661 2.R1040 



3291 



r • 



5' -most EST 


jC-gmro02910037b06dl 




Seq. No. 


20427 




Contig ID 


75692 1.R1040 




5' -most EST 


kll701203301.hl 




Method 


BLASTX 




NCBI GI 


A t~ A A A T~ A 

g4544454 




BLAST score 


922 




E value 


1.0e-99 




Match length 


244 




% identity 


73 




NCBI Description 


(AC006592) putative DNAJ protein 


[Arabidopsi 


Seq. No. 


20428 




Contig ID 


75692 2.R1040 




5' -most EST 


Jonv700742967.hl 




Seq. No. 


20429 




Contig ID 


75716 1.R1040 




5' -most EST 


bth700848788.hl 




Method 


BLASTX 




NCBI GI 


g3287679 




BLAST score 


974 




E value 


1.0e-106 




Match length 


351 




% identity 


61 




NCBI Description 


(AC003979) T22J18.6 [Arabidopsis 


thaliana] 


Seq. No. 


20430 




Contig ID 


75716 2.R1040 




5 '-most EST 


rca700995939.hl 




Method 


BLASTX 




NCBI GI 


g3287679 




BLAST score 


521 




E value 


7.0e-53 




Match length 


190 




% identity 


59 




NCBI Description 


(AC003979) T22J18.6 [Arabidopsis 


thaliana] 


Seq. No. 


20431 




Contig ID 


75719 1.R1040 




5 f -most EST 


LIB3170-062-Q1-J1-D3 




Seq. No. 


20432 




Contig ID 


75724 1.R1040 




5 '-most EST 


LIB3170-071-Q1-J1-F7 




Seq. No. 


20433 




Contig ID 


75741 1.R1040 




5 T -most EST 


jC-gmst02400040f02al 




Method 


BLASTX 




NCBI GI 


g4115384 




BLAST score 


1086 




E value 


1.0e-119 




Match length 


262 




% identity 


75 




NCBI Description 


(AC005967) unknown protein [Arabidopsis thai 



3292 



CD 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20434 

75743JL.R1040 

LIB3138-080-P1-N1-H6 

BLASTX 

g3377821 

229 

9.0e-19 

172 
37 

(AF07 6275) No definition line found [Arabidopsis thaliana] 
20435 

75753_1.R1040 

jC-gmro02910051dl0al 

BLASTX 

gl723449 

159 

3.0e-10 
194 
26 

HYPOTHETICAL 30 
>gi_2 13022 5_pir 



9 KD PROTEIN C13G7.03 IN CHROMOSOME I 

_ S67432 hypothetical protein - fission 

yea"st (Schizosaccharomyces pombe) 
>gi_1204170_emb_CAA93591 . 1_ { Z69729) 
[Schizosaccharomyces pombe] 



hypothetical protein 



Seq. No. 
Contig ID 
5' -most EST 



20436 

75753_2.R1040 
LIB3138-081-P1-N1-B10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



20437 

75775JL.R1040 

zhf700964370.hl 

BLASTX 

gll5597 

313 

7.0e-29 

101 

55 

F-ACTIN CAPPING PROTEIN BETA SUBUNIT ISOFORMS 1 AND 2 (CAPZ 
36/32) (CAPZ Bl AND B2) (BETA-ACTININ SUBUNIT II) 

>gi_104522_pir A34335 Z line actin-capping protein beta 

chain, form 1 - chicken >gi_212902 (J04959) actin-capping 
protein Z beta subunit [Gallus gallus] 

20438 

75777_1.R1040 
leu701146235.hl 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



20439 

75783JL.R1040 

kmv700738987.hl 

BLASTX 

g4006910 

918 

1.0e-110 



3293 



Match length 

% identity 

NCBI Description 

Seg. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



291 
70 

(Z99708) 



putative protein [Arabidopsis thaliana] 



20440 

75789_1.R1040 
jC-gmro02910036h04dl 

20441 

75804_1.R1040 
LIB3138-082-P1-N1-A6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



20442 

75826_1.R1040 

LIB3138-082-P1-N1-D7 

BLASTX 

g4056427 

547 

5.0e-56 

194 

59 

(AC005322) Contains similarity to gb_AJ006354 zinc finger 
protein (ZAC) from Homo sapiens. [Arabidopsis thaliana] 

20443 

75827_1.R1040 

zhf700954040.hl 

BLASTX 

g4415931 

805 

5.0e-86 

304 
55 

(AC006418) unknown protein [Arabidopsis thaliana] 
>gi_4559393_gb_AAD23053.1_AC006526_18 (AC006526) unknown 
protein [Arabidopsis thaliana] 

20444 

75835_1.R1040 
LIB3138-082-P1-N1-F1 

20445 

75839_1.R1040 

LIB3138-093-Q1-N1-H2 

BLASTX 

g2129613 

273 

4.0e-24 

125 

52 

homeotic protein BEL1 - Arabidopsis thaliana >gi_1122533 
(U39944) BELLI [Arabidopsis thaliana] 

20446 

75842_1.R1040 
LIB3138-082-P1-N1-F7 



3294 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



20447 

75843JL.R1040 
jC-gmle01810094a01al 

20448 

75868JL.R1040 

LIB3138-083-P1-N1-B6 

BLASTX 

g3953601 

228 

5.0e-23 

81 

75 

(AB008489) response regulator 6 [Arabidopsis thaliana] 
20449 

75873JL.R1040 

LIB3138-083-P1-N1-C12 

BLASTX 

g535454 

211 

3.0e-28 

123 

53 

(U13940) cysteine proteinase [Alnus glutinosa] 
20450 

75874JL. R1040 

LIB3138-083-P1-N1-C4 

BLASTX 

g544437 

425 

5.0e-42 

116 

70 

GLUTATHIONE PEROXIDASE HOMOLOG (SALT-ASSOCIATED PROTEIN) 
>gi_2 96358_emb_CAA47018_ (X66377) CIT-SAP [Citrus sinensis] 

20451 

75882JL.R1040 

zsg701125946.hl 

BLASTX 

g4539242 

269 

3.0e-23 

119 

49 

(AL049489) conserved hypothetical protein 
[Schizosaccharomyces pombe] 

20452 

75883_1.R1040 
uC-gmflminsoy07 5d05bl 

20453 

75905_1.R1040 
kll701211478.hl 



3295 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 



BLASTX 

g3763916 

685 

4.0e-72 

234 

54 

(AC004450) unknown protein [Arabidopsis thaliana] 
>gi_4531439_gb_AAD22124.1_AC006224j5 (AC006224) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20454 

75907JL.R1040 

xpa700794032.hl 

BLASTX 

g2827715 

527 

3.0e~53 

386 

13 

(AL021684) receptor protein kinase - like protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20455 

75911JL.R1040 

jC-gmst02400033c09al 

BLASTX 

g4567273 

748 

3.0e-79 

213 

70 

(AC006841) putative vacuolar proton ATPase subunit 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



20456 

75917_1.R1040 
kll701204427.h2 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20457 

75917_2.R1040 
jC-gmle01810050g07al 

20458 

75951_1.R1040 

g5509198 

BLASTX 

g3818624 

1134 

1.0e-124 

233 
90 

(AF095912) actin related protein 2; ARP2 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



20459 

75965JL.R1040 
jC-gmro02910014bl2al 



3296 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3046849 

45 

4.0e-16 

97 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18L3, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



20460 

75965_2.R1040 

uC- gmr omin s oy 3 1 0 b 0 2 b 1 

BLASTX 

g2443753 

250 

2.0e-21 

74 

64 

(AF020346) pyridoxal kinase [Rattus norvegicus] 
20461 

75972_1.R1040 

uC-gmflminsoyll9g07bl 

BLASTX 

g3402713 

347 

1.0e-32 

106 
66 

(AC004261) hypothetical protein [Arabidopsis thaliana] 
20462 

75974_1.R1040 
ssr700557436.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 



20463 

75974_2.R1040 
jC-gmle01810086elldl 

20464 

75978_1.R1040 

jC-gmle01810047c08dl 

BLASTN 

g2564045 

48 

1.0e-17 

160 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K8K14, complete sequence [Arabidopsis thaliana] 

20465 

75978_2.R1040 

sat701011138.hl 

BLASTX 

gl723339 

198 



3297 



E value 
Match length 
% identity 
NCBI Description 



1.0e-15 

59 
59 

HYPOTHETICAL 19.2 KD PROTEIN YCF36 (ORF165) 

>gi_214755 9_pir S73194 hypothetical protein 36 - Porphyra 

purpurea chloroplast >gi_127 6739 (U38804) hypothetical 
chloroplast ORF 36. [Porphyra purpurea] 



Seq. No. 
Contig ID 
5 '-most EST 



20466 

76009_1.R1040 
LIB3138-085-P1-N1-G6 



Seq. No. 

Contig ID 
5 '-most EST 



20467 

76011_1.R1040 
jC-gmst02400057b04dl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20468 

76042_1.R1040 

LIB3138-086-P1-N1-C6 

BLASTX 

g3600033 

336 

2.0e-31 

83 

71 

(AF080119) contains similarity to the 
the El protein (Pfam: El_N.hmm, score: 
thaliana] 



N terminal domain of 
12.36) [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



20469 

76044_1.R1040 
jC-gmst02400027b09al 



Seq. No. 
Contig ID 
5' -most EST 



20470 

76049JL.R1040 
LIB3138-086-P1-N1-D3 



Seq. No. 
Contig ID 
5 '-most EST 



20471 

76096_1.R1040 
LIB3138-087-P1-N1-C1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20472 

76096_2.R1040 

g4313306 

BLASTX 

g2833311 

221 

8.0e-18 

75 

56 

HYPOTHETICAL 18.9 KD PROTEIN R07E5.13 IN CHROMOSOME III 

>gi__630728_pir S43605 R07E5.13 protein (clone R07E5) - 

Caenorhabditis elegans >gi_387894 6_emb_CAA83622_ (Z32683) 
R07E5.13 [Caenorhabditis elegans] 



Seq. No. 
Contig ID 



20473 

76112 1.R1040 



3298 



5' -most EST 



rca700998589.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



20474 

76128JL.R1040 
fde700871792.hl 

20475 

76154_1.R1040 

leu701156478.hl 

BLASTX 

g3025189 

429 

2.0e-42 

135 

64 

HYPOTHETICAL 67.1 KD PROTEIN SLL1770 

>gi_1652753_dbjJ3AA17672_ (D90908) ABCl-like [Synechocystis 
sp. ] 

20476 

76155_1.R1040 

rlr700900416.hl 

BLASTX 

g4510395 

443 

5.0e-44 

137 

66 

(AC006587) putative beta-galactosidase precursor 
[Arabidopsis thaliana] 

20477 

76180_1.R1040 
bth700846166.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



20478 

76195_1.R1040 

LIB3138-090-P1-N1-B5 

BLASTX 

g2088647 

478 

7.0e-48 

127 

75 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
>gi_3158394 (AF03634 0) LRR-containing F-box protein 
[Arabidopsis thaliana] 

20479 

76198_1.R1040 

smc700749888.hl 

BLASTX 

g3377822 

154 

4.0e-10 

114 

37 



3299 



# 



NCBI Description (AF076275) contains similarity to Caenorhabditis elegans 
MEL-26 (GB:U67737) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20480 

76198_2.R1040 
yzl700967040.hl 

20481 

76205J..R1040 

leu701156773.hl 

BLASTX 

g4240207 

177 

3.0e-12 

188 

23 

(AB020666) KIAA0859 protein 
20482 

76205_2.R1040 
LIB3170-025-Q1-J1-E11 



[Homo sapiens] 



.R1040 

-090-P1-N1-H4 



20483 
76244JL 
LIB3138- 
BLASTX 
g4490297 
261 

1.0e-22 

111 

49 

(AL035678) putative protein [Arabidopsis thaliana] 
20484 

76255JL.R1040 

wvk700686073.hl 

BLASTX 

g!507699 

150 

1.0e-09 

85 

25 

(L81119) COL2 [Arabidopsis thaliana] >gi_1507701 (L81120) 
COL2 [Arabidopsis thaliana] 

20485 

76258_1.R1040 

LIB3138-091-Q1-N1-C4 

BLASTX 

g818849 

463 

5.0e-46 

118 

73 

(U25430) nucleotide pyrophosphatase precursor [Oryza 
sativa] 



3300 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20486 

76266_1.R1040 
LIB3138-091-Q1-N1-D9 

20487 

76274JL.R1040 
LIB3138-091-Q1-N1-F10 

20488 

76276_1.R1040 

ssr700559391.hl 

BLASTX 

g2I30082 

183 

2.0e-13 

93 

10 

protein kinase Xa21 (EC 2.7.1.-) - rice >gi_1122443 
(U37133) receptor kinase-like protein [Oryza sativa] 
>gi_2586085 (U72723) receptor kinase-like protein [Oryza 

longistaminata] >gi_1586408_prf 2203451A receptor 

kinase-like protein [Oryza sativa] 

20489 

76281_1.R1040 

zhf700959996.hl 

BLASTX 

g2832698 

866 

2.0e-93 

196 

83 

(AL021713) starch synthase-like protein [Arabidopsis 
thaliana] 



Seq. No. 


20490 


Contig ID 


76296 1.R1040 


5 '-most EST 


LIB3138-091-Q1-N1-H7 


Method 


BLASTX 


NCBI GI 


gl001227 


BLAST score 


156 


E value 


2.0e-10 


Match length 


45 


% identity 


53 


NCBI Description 


(D64003) hypothetical 


Seq. No. 


20491 


Contig ID 


76296 2.R1040 


5' -most EST 


jC-gmle0181004 8el0al 


Method 


BLASTX 


NCBI GI 


gl001227 


BLAST score 


159 


E value 


9.0e-ll 


Match length 


45 


% identity 


56 


NCBI Description 


(D64003) hypothetical 



3301 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20492 

76308JL.R1040 

uC-gmropic!07f03bl 

BLASTN 

g438248 

235 

1.0e-129 

65 9 

84 

S. tuberosum mRNA for precursor of the mitochondrial 
NAD+-dependent malic enzyme (malate dehydrogenase) 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20493 

76310_1.R1040 

uC-gmrominsoy069d03bl 

BLASTX 

g2462749 

224 

8.0e-30 

290 

33 

(AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



20494 

76313_1.R1040 
LIB3138-092-Q1-N1-C10 



Seq. No. 
Contig ID 
5' -most EST 



20495 

76313_2.R1040 
g5752652 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20496 

76351_1.R1040 

zhf700964083.hl 

BLASTX 

g4220514 

572 

5.0e-59 

180 

66 

(AL035356) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20497 

76354JL.R1040 

crh700850065.hl 

BLASTX 

g2129496 

653 

1.0e-68 

135 
90 

acetolactate synthase (EC 4.1. 
upland cotton 



3.18) precursor (clone A19) 



Seq. No. 
Contig ID 



20498 

76358 1.R1040 



3302 



5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



fC-gmst700888547f4 

BLASTX 

g3386604 

633 

1.0e-65 

255 
51 

(AC004665) putative protein kinase [Arabidopsis thaliana] 
20499 

76383_1.R1040 
pxt700943892.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20500 

76399_JL.R1040 

jC-gmle01810080g05al 

BLASTX 

g2501568 

293 

3.0e-26 

89 

60 

HYPOTHETICAL 28.8 KD PROTEIN SLL0506 

>gi_1001342_dbj_BAA10829_ (D64006) hypothetical protein 
[Synechocystis sp.] 



Seq. No. 
Contig ID 
5 '-most EST 



20501 

76418JL.R1040 
kll701211766.hl 



Seq. No. 
Contig ID 
5' -most EST 



20502 

76418_2.R1040 
kmv700742624.hl 



Seq. No. 
Contig ID 
5 '-most EST 



20503 

76418_4.R1040 
wvk700683028.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20504 

76434JL.R1040 

wrg700788412.hl 

BLASTX 

g3024871 

478 

6.0e-48 

171 

54 

HYPOTHETICAL 77.3 KD PROTEIN SLL0005 
>gi_100157 9_dbj_BAA10206_ (D64000) ABCl-like 
sp.] 



[Synechocyst 



Seq. No. 
Contig ID 
5' -most EST 



20505 

76477_1.R1040 
uxk700672780.hl 



Seq. No. 
Contig ID 



20506 

76496 1.R1040 



3303 



5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pxt700943829.hl 
20507 

76507_1.R1040 

LIB3138-095-Q1-N1-E2 

BLASTX 

g3236247 

594 

2.0e-61 

191 

58 

(AC004 684) SCARECROW-like protein [Arabidopsis thaliana] 
20508 

76513_1.R1040 

uC-gmrominsoyO 66dllbl 

BLASTX 

g4580513 

903 

1.0e-102 

250 
74 

(AF036300) scarecrow-like 1 [Arabidopsis thaliana] 
20509 

76515JL.R1040 

LIB3170-057-Q1-J1-F11 

BLASTX 

g3024425 

298 

8.0e-27 
62 
8 9 

PYRUVATE, PHOSPHATE D I KINASE PRECURSOR 

(PYRUVATE, ORTHOPHOSPHATE D I KINASE) >gi_107 6700 j?ir S53297 

pyruvate, orthophosphate dikinase (EC 2.7.9.1) - Flaveria 

pringlei >gi_577776_emb_CAA53223_ (X75516) 

pyruvate, or thophosphate dikinase [Flaveria pringlei] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20510 

76540_1.R1040 

eep700867970.hl 

BLASTX 

g2961357 

157 

2.0e-10 

66 
58 

(AL022140) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



20511 

76549JL.R1040 

LIB3138-096-Q1-N1-B5 

BLASTX 

g3080425 

956 

1.0e-104 



3304 



# 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205 
88 

(AL022604) putative protein [Arabidopsis thaliana] 
20512 

76573JL.R1040 

pcp700990220.hl 

BLASTX 

g2708743 

161 

6.0e-ll 

112 

33 

(AC003952) putative Tal-l-like reverse transcriptase 
[Arabidopsis thaliana] 

20513 

76611_1.R1040 

jsh701068696.hl 

BLASTX 

g2618703 

301 

3.0e-27 

65 

85 

(AC002510) putative heat shock transcription factor 
[Arabidopsis thaliana] 

20514 

76618_1.R1040 

LIB3138-097-Q1-N1-D2 

BLASTN 

gll43510 

199 

1.0e-108 

379 

88 

M.domestica Borkh mRNA for serine/threonine protein 
phosphatase (PPX) 

20515 

76622JL. R1040 
LIB3138-097-Q1-N1-D7 

20516 

76638_1.R1040 

fde700876792.hl 

BLASTN 

g2827698 

158 

3.0e-83 

434 

84 

Arabidopsis thaliana DNA chromosome 5, BAC clone F6H11 
(ESSAII project) 



Seq. No. 



20517 



3305 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76640_1.R1040 

kl!701207504.hl 

BLASTX 

g730302 

173 

6.0e-12 

173 

28 

PUTATIVE MITOCHONDRIAL CARRIER PROTEIN PET8 

>gi_630175_pir S45458 PET8 protein - yeast (Saccharomyces 

cerevisiae) >gi_495307 (U02536) Pet8p [Saccharomyces 
cerevisiae] >gi_496713_emb_CAA54377_ (X77114) ORF N2012 
[Saccharomyces cerevisiae] >gi_1301816__emb_CAA95862_ 
(Z7127 9) ORF YNL003c [Saccharomyces cerevisiae] 



Seq. No. 


20518 


Contig ID 


76659 1.R1040 


5 f -most EST 


LIB3138-098-P1-N1-A11 


Method 


BLASTN 


NCBI GI 


g56079 


BLAST score 


398 


E value 


0.0e+00 


Match length 


446 


% identity 


97 


NCBI Description 


R.norvegicus mRNA for elongation factor 


Seq. No. 


20519 


Contig ID 


76689 1.R1040 


5' -most EST 


LIB3138-099-Q1-N1-D1 


Method 


BLASTN 


NCBI GI 


gl90231 


BLAST score 


390 


E value 


0.0e+00 


Match length 


390 


% identity 


100 


NCBI Description 


Human acidic ribosomal phosphoprotein P0 


cds . >g i_4 5 0 6 6 6 6_r e f __NM_0 01002. 1_RPL P 0_ 



ribosomal protein, large, P0 



Homo sapiens 
RPLP0) mRNA 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



20520 

76705JL.R1040 

LIB3138-099-Q1-N1-G3 

BLASTN 

g3077821 

274 

1.0e-152 

322 
97 

Human phosphotyrosine independent ligand p62 for the Lck 
SH2 domain mRNA, complete cds 

>gi_4505570_ref_NM_003900.1_P62_ Homo sapiens 
UBIQUITIN-BINDING PROTEIN P62; phosphotyrosine independent 
ligand for the Lck SH2 domain p62 (P62) mRNA 

20521 

76711_1.R1040 
LIB3138-099-Q1-N1-H3 



3306 



Seq. No. 


20522 


Contig ID 


/ O /oU 1 . K1U4U 


5 T -most EST 


LIBol JO-lUb-yi-Nl-Dy 


Method 


BLASTX 


NCBI GI 


g2894606 


BLAST score 


1070 


E value 


1 . Oe-11 / 


Match length 


354 


% identity 


61 


NCBI Description 


(AL021889) putative protein 


Seq. No. 


20523 


Contig ID 


76730_2.R1040 


5' -most EST 


f de70087472o . hi 


Seq. No. 


20524 


Contig ID 


76736_1.R1040 


5 '-most EST 


nrw7 01058 /ol . nl 


Seq. No. 


20525 


Contig ID 


76736 2.R1040 


5* -mo st EST 


jC-gmle01810042b07al 


Seq. No. 


20526 


Contig ID 


76739 1.R1040 


5 T -most EST 


n » A r 1 A1 1 -1 

uC-gmrominsoy053c01bl 


Method 


BLASTX 


NCBI GI 


g4006900 


BLAST score 


1024 


E value 


1.0e-lll 


Match length 


360 


% identity 


61 


NCBI Description 


(Z99708) hypothetical prote 


Seq. No. 


20527 


Contig ID 


76766 1.R1040 


5 1 -most EST 


leu7 OlloU . nl 


Method 




NCBI GI 


g3169171 


BLAST score 


246 


E value 


6.0e-21 


Match length 


70 


% identity 


61 


NCBI Description 


(AC004401) putative serine 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



boxypeptidase I [Arabidopsis 
thaliana] >gi_3445213 (AC004786) putative serine 
carboxypeptidase I [Arabidopsis thaliana] 

20528 

76772_1.R1040 

LIB3138-101-Q1-N1-C11 

BLASTN 

g508550 

202 

1.0e-109 

446 

86 



3307 



(!) 



NCBI Description 



Pisum sativum ribulose-1,5 bisphosphate carboxylase large 
subunit N-methyltransf erase (rbcMT) mRNA, complete cds 



Seq. No. 20529 

Contig ID 76782_1 .R1040 

5 1 -most EST jC-gmf 102220072h06al 

Method BLASTX 

NCBI GI g3451075 

BLAST score 347 

E value 1.0e-59 

Match length 139 

% identity 77 

NCBI Description (AL031326) putative protein [Arabidopsis thaliana 



Seq. No. 20530 

Contig ID 76786J. . R1040 

5 '-most EST uC-gmf Iminsoy089c08bl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20531 

76794_1.R1040 

zzp700833433.hl 

BLASTX 

g4490323 

501 

1.0e-50 

143 
69 

(AJ131464) nitrate transporter [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20532 

76807_1.R1040 

xpa700792619.hl 

BLASTX 

g2494111 

224 

7.0e-18 

91 
46 

(AC00237 6) Contains similarity to Glycine protein kinase 6 
(gb_M67449). [Arabidopsis thaliana] 



Seq. No. 20533 

Contig ID 76823_1.R1040 

5 '-most EST jC-gmle01810078cl0al 



Seq. No. 20534 

Contig ID 76823_2 . R1040 

5' -most EST LIB3138-102-Q1-N1-C7 

Method BLASTX 

NCBI GI g2493895 

BLAST score 4 92 

E value 1.0e-49 

Match length 128 

% identity 73 

NCBI Description CYSTEINE SYNTHASE (O-ACETYLSERINE SULFHYDRYLASE) 
( O-ACET YLSERINE (THIOL) -LYASE) (CSASE) 

>gi_1071911_pir S46438 cysteine synthase (EC 4.2.99.8) - 



3308 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



watermelon >gi_54 04 97_dbj_BAA05965_ (D28777) cysteine 
synthase [Citrullus lanatus] 

20535 

76841_1.R1040 

LIB3138-102-Q1-N1-F10 

BLASTX 

g4544451 

223 

7.0e-18 

111 

48 

(AC006592) unknown protein [Arabidopsis thaliana] 
20536 

76875JL.R1040 

g4260129 

BLASTN 

g3241917 

33 

1.0e-08 

237 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19B1, complete sequence [Arabidopsis thaliana] 

20537 

76880JL.R1040 

rca700998121.hl 

BLASTX 

g4220614 

982 

1.0e-106 

312 

62 

(AB021935) nicotianamine synathase [Arabidopsis thaliana] 
20538 

76895_1.R1040 
dpv701098290.hl 

20539 

76903_1.R1040 
g5687902 

20540 

76910_1.R1040 
LIB3138-103-Q1-N1-H7 

20541 

76911_1.R1040 

pcp700994604.hl 

BLASTX 

g3859597 

206 

7.0e-16 
153 



3309 



NCBI^escription *(AF104919) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20542 

76931JL.R1040 

uC-gmropic011cl2bl 

BLASTX 

g3954807 

792 

1.0e-84 

215 
72 

(AJ011862) 
roseus] 



flavonoid 3 1 , 5 1 -hydroxylase [Catharanthus 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20543 

76934JL.R1040 

LIB3138-104-Q1-N1-D12 

BLASTX 

g913141 

438 

3.0e-43 
177 

ARK3 product /receptor-like serine/threonine protein kinase 
ARK3 [Arabidopsis thaliana, Columbia, Peptide, 851 aa] 

20544 

76949_1.R1040 

LIB3138-104-Q1-N1-F6 

BLASTX 

g2224911 

443 

3.0e-44 

107 

77 

(U93048) somatic embryogenesis receptor-like kinase [Daucus 
carota] 



Seq. No. 20545 

Contig ID 76974_1.R1040 

5' -most EST zhf 700963330 .hi 

Method BLASTX 

NCBI GI g2749939 

BLAST score 352 

E value 2.0e-33 

Match length 132 

% identity 53 „, nnjl1 

NCBI Description (U70999) CCS1 [Chlamydomonas reinhardtn] >gi_2749941 
(U71000) CCS1 [Chlamydomonas reinhardtii] 



Seq. No. 20546 

Contig ID 76980_1.R1040 

5 T -most EST pxt700943371 .hi 

Method BLASTX 

NCBI GI g4455199 

BLAST score 282 



3310 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



9.0e-36 

110 

68 

(AL035440) putative protein [Arabidopsis thaliana] 
20547 

76991_1-R1040 
LIB3138-105-Q1-N1-D7 

20548 

76996_1.R1040 
LIB3138-105-Q1-N1-E2 



Seq. No. 
Contig ID 
5 '-most EST 



20549 

77012JL.R1040 
LIB3138-105-Q1-N1-H3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20550 

77012_2.R1040 

sat701004504.hl 

BLASTX 

g4539383 

290 

9.0e-26 

174 

37 

(AL035526) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



20551 

77027_1.R1040 

LIB3138-106-Q1-N1-B10 

BLASTX 

g3831441 

183 

3.0e-13 

49 

84 

(AC005819) hypothetical protein [Arabidopsis thaliana] 
20552 

77036_1.R1040 

LIB3138-106-Q1-N1-C11 

BLASTX 

g2655098 

425 

1.0e-41 

117 

63 

(AF023472) peptide transporter [Hordeum vulgare] 
20553 

77043JL.R1040 

LIB3138-106-Q1-N1-C8 

BLASTX 

g2245120 

250 



3311 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-21 

109 

73 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
20554 

77043_2.R1040 

uC-gmrominsoy243gllbl 

BLASTX 

g2245120 

662 

1.0e-69 

174 

71 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
20555 

77049JL.R1040 

g5677116 

BLASTX 

g3482974 

535 

1.0e-54 

153 

71 

(AL031369) ATP-dependent Clp proteinase-like protein 
[Arabidopsis thaliana] 

20556 

77057_1.R1040 

LIB3138-106-Q1-N1-E7 

BLASTX 

g730648 

392 

5.0e-38 

105 

74 

40S RIBOSOMAL PROTEIN S24E (RP50) >gi_626902_pir S48410 

ribosomal protein S24.e - yeast (Saccharomyces cerevisiae) 
>gi 557800__emb_CAA86154_ (Z38060) spliced ribosomal 
protein, len: 135, CAI: 0.76, similar to RS24_HUMAN P16632 
40S RIBOSOMAL PROTEIN S24 (S19) [Saccharomyces cerevisiae] 
>gi_603311 (U18814) Rps24eap: 40S ribosomal protein S24E 
(RP50) [Saccharomyces cerevisiae] 

20557 

77066JL.R1040 

uaw700664218.hl 

BLASTX 

g2244898 

673 

6.0e-71 

154 

82 

(Z97338) strong similarity to protein phosphatase 2A 
regulatory chain, 74K [Arabidopsis thaliana] 



3312 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



20558 

77081J..R1040 

g5606634 

BLASTX 

g2244910 

347 

2.0e-32 

178 

48 

(Z97339) unnamed protein product [Arabidopsis thaliana] 
20559 

77103_1.R1040 
LIB3138-119-Q1-N1-E4 



Seq* No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20560 

77141JL.R1040 

uC-gmf IminsoyO 67 f 0 5bl 

BLASTX 

g2245092 

340 

9.0e-32 

158 

53 

(Z97343) unnamed protein product [Arabidopsis thaliana] 
20561 

77160JL.R1040 

uC-gmrominsoy310cl2bl 

BLASTX 

gl680686 

818 

2.0e-87 

282 

56 

(U51330) rust resistance kinase LrlO [Triticum aestivum] 
20562 

77163_1.R1040 

jC-gmle01810075h01dl 

BLASTX 

g2281085 

7 60 

5.0e-81 

194 

73 

(AC002333) CTR1 protein kinase isolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



20563 

77165_1.R1040 

LIB3138-120-Q1-N1-E11 

BLASTX 

g3080420 

564 

1.0e-57 
304 



3313 



% identity 

NCBI Description 



43 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 



Seq. No. 


20564 


Contig ID 


77176 1.R1040 


5' -most EST 


wvk700685820.hl 


Seq. No. 


20565 


Contig ID 


77182 1.R1040 


5' -most EST 


pcp700995177.hl 


oeq ■ invj . 




Contig ID 


77201_1.R1040 


5' -most EST 


uC-gmflminsoy045b02bl 


Method 


BLASTX 


NCBI GI 


g3287679 


BLAST score 


1998 


E value 


0.0e+00 


Match length 


477 


% identity 


82 


NCBI Description 


(AC003979) T22J18.6 [Arabidopsis thai 


Seq. No. 


20567 


T-s 4 | /~r T Pi 

uomirg ijj 




5' -most EST 


wrg700787554.hl 


Method 


BLASTX 


NCBI GI 


g4455155 


BLAST score 


208 


E value 


1.0e-16 


Match length 


95 


% identity 


40 


NCBI Description 


(AL022023) EF-1 alpha - like protein 




[Arabidopsis thaliana] 


Seq. No. 


20568 


Contig ID 


77209_1.R1040 


5' -most EST 


uC-gmrominsoy048e06bl 


Method 


BLASTX 


NCBI GI 


g2130096 


BLAST score 


914 


E value 


7.0e-99 


Match length 


276 



% identity 

NCBI Description 



61 

cytochrome P450tyr - sorghum >gi_984543 (U32624) 
P-450 [Sorghum bicolor] 



cytochrome 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20569 

77236JL.R1040 

LIB3138-121-Q1-N1-G11 

BLASTX 

g2555159 

500 

1.0e-50 

136 
68 

(AF025302) putative aldolase [Arabidopsis thaliana] 



3314 



€1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20570 

77255JL.R1040 

rca700995978.hl 

BLASTX 

g3426048 

1102 

1.0e-121 

309 
70 

(AC005168) putative hydroxymethylglutaryl-CoA lyase 
precursor [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20571 

77255__2.R1040 

jC-gmle01810092e06al 

BLASTX 

g3426048 

174 

2.0e-12 

132 
48 

(AC005168) putative hydroxymethylglutaryl-CoA lyase 
precursor [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



20572 

77269_1.R1040 
pcp700991109.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20573 

77276_1.R1040 

LIB3138-122-Q1-N1-D8 

BLASTX 

g584741 

102 

1.0e-10 

79 

48 

ANKYRIN REPEAT PROTEIN (AKRP) >gi_3224 61_pir JQ1729 

ankyrin-repeat protein - Arabidopsis thaliana >gi_166744 
(M82883) ankyrin repeat-containing protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



20574 

77319_1.R1040 
xpa700793002.hl 



Seq. No. 
Contig ID 
5' -most EST 



20575 

77326_1.R1040 
LIB3138-123-Q1-N1-B12 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



20576 

77339_1.R1040 

jC-gmle01810060f03al 

BLASTX 

g3860250 

305 



3315 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-27 

95 
61 

(AC005824) putative chloroplast prephenate dehydratase 
[Arabidopsis thaliana] 

20577 

77359_1.R1040 

jC-gmle01810034clla2 

BLASTX 

g4185141 

247 

9.0e-21 

182 
39 

(AC005724) 
thaliana] 



putative calmodul in-binding protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 



20578 

77359_2.R1040 

uC-gmrominsoy307h03bl 

BLASTX 

g4539298 

290 

4.0e-26 

117 

51 

(AL049480) putative calmodulin-binding protein [Arabidopsis 
thaliana] 

20579 

77368_1.R1040 

fC-gmle70007 638 07fl 

BLASTX 

g2253010 

638 

8.0e-68 

181 

70 

(Y14199) MAP3K delta-1 protein kinase [Arabidopsis 
thaliana] 

20580 

77377JL.R1040 

uC-gmflminsoy008g03bl 

BLASTX 

g4376383 

147 

4.0e-09 

68 

44 

(AE001598) GMP Kinase [Chlamydia pneumoniae] 
20581 

77379_1.R1040 

pmv700890819.hl 

BLASTX 



3316 



€1 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4468813 
522 

9.0e-53 

254 

39 

(AL035601) putative protein [Arabidopsis thaliana] 
20582 

77383_1.R1040 

LIB3138-124-Q1-N1-B5 

BLASTX 

g4191774 

265 

5.0e-23 

103 

50 

(AC005917) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



20583 

77385_1.R1040 

LIB3138-124-Q1-N1-B7 

BLASTX 

g2673918 

403 

6.0e-39 

140 

58 

(AC002561) unknwon protein [Arabidopsis thaliana] 
20584 

77391JL.R1040 
LIB3138-124-Q1-N1-C6 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20585 

77392_1.R1040 

g5677561 

BLASTX 

g4138855 

428 

3.0e-42 

104 

79 

(AF098072) IMMUTANS 



[Arabidopsis thaliana] 



20586 

77395JL.R1040 

LIB3138-124-Q1-N1-D10 

BLASTX 

g2739002 

380 

2.0e-36 

181 

41 

(AF0224 60) CYP83Dlp [Glycine max] 



Seq. No. 



20587 



3317 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



77395_2.R1040 

rca701001091.hl 

BLASTX 

g2739002 

211 

7.0e-17 

81 

44 

(AF022460) CYP83Dlp [Glycine max] 



Seq. No. 
Contig ID 
5' -most EST 



20588 

77401JL.R1040 
LIB3138-124-Q1-N1-E12 



Seq. No. 

Contig ID 
5 T -most EST 



20589 

77415_1.R1040 
LIB3138-124-Q1-N1-G1 



Seq. No. 

Contig ID 
5 '-most EST 



20590 

77420_1.R1040 
LIB3138-124-Q1-N1-G5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20591 

77429JL.R1040 

LIB3138-125-Q1-N1-A10 

BLASTX 

g4006859 

346 

1.0e-32 

113 

62 

(Z99707) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



20592 

77430JL.R1040 
uC-gmrominsoyl92e01bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20593 

77436_1.R1040 

LIB3138-125-Q1-N1-A7 

BLASTX 

g2827546 

187 

6.0e-14 
66 
59 

(AL021635) 
thaliana] 



cytochrome P4 50 like protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



20594 

77442_1.R1040 

jC-gmst02400002f03al 

BLASTX 

g4572675 

181 

6.0e-13 
60 



3318 



% identity 


63 


NCBI Description 


(AC006954) unknown protein [Arabidopsis 


Seq. No. 


20595 


Contig ID 


7744 6__1 . R1040 


5' -most EST 


LIB3138-125-Q1-N1-B8 


Seq. No. 


20596 


Contig ID 


77447_1.R1040 


5 '-most EST 


vzy700755566 .hi 


Method 


BLASTX 


NCBI GI 


g4006917 


BLAST score 


213 


E value 


1 . 0e-16 


Match length 


88 


% identity 


51 


NCBI Description 


(Z99708) putative protein [Arabidopsis 


Seq. No. 


20597 


Contig ID 


77453_l.Rl040 


5 '-most EST 


f C-gmro7Q0 0747 v Goal 


Method 


BLASTX 


NCBI GI 


g424939l 


BLAST score 


209 


E value 


2.0e-16 


Match length 


89 


% identity 


64 


NCBI Description 


(AC005966) Similar to gi_3249076 T13D8 




from Arabidopsis thaliana BAC gb_AC004 




thaliana] 


Seq. No. 


20598 


Contig ID 


77453 2.R1040 


5 '-most EST 


jC-gmro02910059bl2al 


Method 


BLASTX 


NCBI GI 


g4249391 


BLAST score 


718 


E value 


6.0e-76 


Match length 


205 


% identity 


63 


NCBI Description 


(AC005966) Similar to gi_3249076 T13D8 




from Arabidopsis thaliana BAC gb_AC004 




thaliana] 


Seq. No. 


20599 


Contig ID 


77454 1.R1040 


5' -most EST 


6HC-01-Q1-B1-F2 


Seq. No. 


20600 


Contig ID 


77472 1.R1040 


5 '-most EST 


jC-gmst 024 0001 6d06al 


Seq. No. 


20601 


Contig ID 


77473 1.R1040 


5 '-most EST 


LIB3138-125-Q1-N1-G4 


Method 


BLASTX 


NCBI GI 


g4335731 



[Arabidopsis 



[Arabidopsis 



3319 



BLAST score 


315 


E value 


3.0e-29 


Match length 


108 


& "i Hpnt "i t* v 


52 


NCBI Description 


(AC006248) putative polyprotein [Arabidopsis thaliana 


Seq. No. 


20602 


Contig ID 


77474 1.R1040 


5' -most EST 


LIB3138-125-Q1-N1-G6 


Seq. No. 


20603 


Contig ID 


77480_1.R1040 


5' -most EST 


LIB3138-125-Q1-N1-H4 


Method 


BLASTX 


NCBI GI 


g2781351 


BLAST score 


155 


E value 


5.0e-10 


Match length 


145 


% identity 


30 


NCBI Description 


(AC003113) F2401.7 [Arabidopsis thaliana] 


Seq. No. 


20604 


Contig ID 


77487 1.R1040 


5' -most EST 


fC-gmse700678982bl 


Method 


BLASTX 


V* \*r D -L \3 -L 


a2826844 


BLAST score 


403 


E value 


2.0e-39 


Match length 


107 


% identity 


71 


NCBI Description 


(AJ002237) loxc homologue [Lycopersicon esculentum] 


Seq. No. 


20605 


Contig ID 


77505 1.R1040 


5 '-most EST 


fde700875921.hl 


Method 


BLASTX 




a4091806 


BLAST score 


300 


E value 


9.0e-27 


Match length 


169 


% identity 


46 


NCBI Description 


(AF052585) CONS TANS - like protein 2 [Malus domestical 


Seq. No. 


20606 


Contig ID 


77505 2.R1040 


5 T -most EST 


g4295569 


Method 


BLASTX 




a4091804 


BLAST score 


332 


E value 


2.0e-30 


Match length 


200 


% identity 


42 


NCBI Description 


(AF052584) CONSTANS-like protein 1 [Malus domestical 


Seq. No. 


20607 


Contig ID 


77517 1.R1040 


5 '-most EST 


kll701211710.hl 



3320 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl717850 

391 

5.0e-43 

139 

60 

UBIQUITIN-CONJUGATING ENZYME E2-23 
LIGASE) (UBIQUITIN CARRIER PROTEIN] 
>gi_1072386_emb_CAA63352_ (X92664) 
enzyme UbcM2 [Mus musculus] 



KD (UBIQUITIN-PROTEIN 
ubiquitin-conj ugating 



Seq. No. 


20608 


Contig ID 


77529 1.R1040 


5 '-most EST 


LIB3138-126-Q1-N1-G7 


Method 


BLASTX 


NCBI GI 


g3242702 


DT ACT 1 opnro 


533 


E value 


1.0e-54 


Match length 


122 


% identity 


80 


nldI uescripnon 


( Arnn^CiACW h\mni-hpi-ipal nrotein FArabidoosis thaliana] 


Seq. No. 


20609 


Contig ID 


77538 1.R1040 


d mosu iiiOi 


Q^h7 no 6^9 904 hi 


Method 


BLASTN 


NCBI GI 


g3702734 


BLAST score 


34 


E value 




Match length 


50 


% identity 


92 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MNB8, complete sequence [Arabidopsis thaliana] 


Seq. No. 


20610 


Contig ID 


77540 1.R1040 


5' -most EST 


sat701014005.hl 


Seq. No. 


20611 


Contig ID 


77540 2.R1040 


5 '-most EST 


epx701104724.hl 


Seq. No. 


20612 


Contig ID 


77549 1.R1040 


5 '-most EST 


LIB3138-127-Q1-N1-A7 


Seq. No. 


20613 


Contig ID 


77553 1.R1040 


5' -most EST 


LIB3138-127-Q1-N1-B5 


Method 


BLASTX 


NCBI GI 


gl313926 


BLAST score 


159 


E value 


1.0e-10 


Match length 


92 


% identity 


38 


NCBI Description 


(X97677) non intermediate filament I FA binding protein 




[Brassica oleracea] 
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# 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



20614 

77558JL.R1040 

rca701001307.hl 

BLASTX 

g2464905 

459 

1.0e-45 

152 

55 

(Z99708) minor allergen [Arabidopsis thaliana] 
20615 

77561JL.R1040 
dpv701103087.hl 



Seq. No. 

Contig ID 
5 '-most EST 



20616 

77577_3.R1040 
awf700839282.hl 



Seq. No. 

Contig ID 
5 1 -most EST 



20617 

77595JL.R1040 
epx701105707.hl 



Seq. No. 
Contig ID 
5 f -most EST 



20618 

77600_1.R1040 
rlr700901307.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20619 

77623_1.R1040 

zsg701130349.hl 

BLASTX 

gl418331 

505 

4.0e-51 

176 

57 

(X95909) receptor like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20620 

77624JL.R1040 

fde700875887.hl 

BLASTX 

g4415920 

353 

2.0e-33 

122 

54 

(AC006282) putative glucosyl transferase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 



20621 

77625_1.R1040 

jC-gmro02910064g09al 

BLASTX 

gl743354 



3322 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CP 



451 

6.0e-89 

340 

48 

(Y0987 6) aldehyde dehydrogenase (NAD+) [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20622 

77659J..R1040 

jC-gmle01810091h06al 

BLASTN 

g2764523 

320 

1.0e-180 

592 

89 , cc 

Pisum sativum mRNA for Rieske iron-sulfur protein Trc55 



Seq. No. 
Contig ID 
5 T -most EST 



20623 

77674_1.R1040 
LIB3138-129-Q1-N1-A5 



Seq. No. 

Contig ID 
5' -most EST 



20624 

77678_1.R1040 
jC-gmfl02220053f06dl 



Seq. No. 
Contig ID 
5" -most EST 



20625 

77678_2.R1040 
jC-gmle01810060cl0dl 



Seq. No. 


20626 


Contig ID 


77680 1.R1G40 


5 f -most EST 


kmv700738652.hl 


Method 


BLASTX 


NCBI GI 


g3550485 


BLAST score 


372 


E value 


6.0e-55 


Match length 


193 


% identity 


33 


NCBI Description 


(AJ224325) cp33Hv [Hordeum vulgare] 


Seq. No. 


20627 


Contig ID 


77687 1.R1040 


5 '-most EST 


LIB3138-129-Q1-N1-C12 


Method 


BLASTX 


NCBI GI 


g3402755 


BLAST score 


431 


E value 


1.0e-42 


Match length 


132 


% identity 


63 


NCBI Description 


(AL031187) putative transposable element 



[Arabidopsis 



thaliana] 



Seq. No. 20628 

Contig ID 77689_1 . R1040 

5' -most EST uC-gmrominsoyl72h01bl 

Method BLASTX 

NCBI GI g3522948 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



111 

6.0e-83 

199 

68 

(AC004411) 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20629 

77712_1.R1040 
zhf700955067.hl 

20630 

77714_1.R1040 

LIB3138-129-Q1-N1-F4 

BLASTX 

g3355474 

351 

2.0e-33 

88 

70 

(AC004218) unknown protein [Arabidopsis thaliana] 
20631 

77715_1.R1040 
uC-gmronoir041e07bl 

20632 

77776__1.R1040 
bth700849645.hl 

20633 

77788_1.R1040 
rca700999749.hl 

20634 

77791_1.R1040 

LIB3138-130-Q1-N1-H12 

BLASTX 

g282881 

547 

8.0e-56 

271 

48 

receptor-like protein kinase precursor - Arabidopsis 
thaliana >gi_166846 (M84658) receptor-like protein kinase 
[Arabidopsis thaliana] 

20635 

77793_1.R1040 

zhf700958268.hl 

BLASTX 

g4455226 

328 

3.0e-30 

114 

54 

(AL035440) putative protein [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20636 

77793_2.R1040 

LIB3138-130-Q1-N1-H3 

BLASTX 

g4455226 

147 

3.0e-09 
64 

(AL035440) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



20637 

77806_1.R1040 
LIB3139-078-P1-N1-B3 



Seq, No. 
Contig ID 
5' -most EST 



20638 

77810_1.R1040 
ssr700555274.hl 



Seq. No. 
Contig ID 
5' -most EST 



20639 

77812JL.R104Q 
smc700744429.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20640 

77816_1.R1040 

bth700843655.hl 

BLASTX 

g2459429 

170 

6.0e-12 

90 
39 

(AC002332) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



20641 

77817_1.R1040 
zzp700830794.hl 



Seq. No. 
Contig ID 
5' -most EST 



20642 

77817_2.R1040 
leu701146626.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20643 

77829J..R1040 

uC-gmrominsoyl68c05bl 

BLASTX 

g2739385 

373 

1.0e-35 
89 
78 

(AC002505) 
thaliana] 



putative beta-1, 3-glucanase [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



20644 

77829__2.R1040 
LIB3139-084-P1-N1-E5 



3325 



Seq. No. 20645 

Contig ID 77830_1 .R1040 

5' -most EST jC-gmfl02220062d02al 



Seq. No- 20646 

Contig ID 77859JL .R1040 

5 T -most EST vwf700677833 .hi 

Method BLASTX 

NCBI GI gl001135 

BLAST score 447 

E value 4.0e-44 

Match length 154 

% identity 60 , 

NCBI Description (D64001) acetolactate synthase [Synechocystis sp.J 



Seq. No. 20647 

Contig ID 77872_1 .R1040 

5 1 -most EST LIB3139-001-Q1-N1-A3 



Seq. No. 20648 

Contig ID 77874 J. .R1040 

5 1 -most EST jC-gmf 102220084g04al 

Method BLASTX 

NCBI GI g4220489 

BLAST score 223 

E value 6.0e-18 

Match length 78 

% identity 56 . 

NCBI Description (AC006069) hypothetical protein [Arabidopsis thaliar 

Seq. No. 20649 

Contig ID 77877_1 . R1040 

5 T -most EST uC-gmrominsoyl82c!0bl 

Method BLASTX 

NCBI GI g3402686 

BLAST score 320 

E value 3.0e-29 

Match length 169 

% identity 44 , 
NCBI Description (AC004697) putative serine/threonine protein kinase 
[Arabidopsis tha liana] 

Seq. No. 20650 

Contig ID 77877_2 . R1040 

5 '-most EST LIB3139-001-Q1-N1-F7 

Method BLASTX 

NCBI GI g3402686 

BLAST score 231 

E value 3.0e-19 

Match length 98 

% identity 50 , 

NCBI Description {AC004697) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 20651 

Contig ID 77880_1 . R1040 



3326 



5' -most EST-a. • 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



u€-gmrominsoyl65e08bl 

BLASTX 

g3980415 

558 

2.0e-57 
166 
62 

(AC004561) 
thaliana] 



putative tropinone reductase [Arabidopsis 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 



20652 

77922_1.R1040 
LIB3139-085-P4-N4-G5 

20653 

77923JL.R1040 

LIB3139-085-P1-N1-G6 

BLASTX 

g3335359 

388 

1.0e-37 

130 
59 

(AC003028) unknown protein [Arabidopsis thaliana] 
20654 

77924JL.R1040 

LIB3139-085-P1-N1-G7 

BLASTX 

g2961357 

638 

8.0e-67 

157 

78 

(AL022140) putative protein [Arabidopsis thaliana] 
20655 

77929_1.R1040 

LIB3139-085-P4-N4-H2 

BLASTX 

g4467135 

115 

1.0e-ll 

72 

47 

(AL035540) putative protein [Arabidopsis thaliana] 
20656 

77933JL.R1040 
zsg701126543.hl 

20657 

77981JL.R1040 

sat701013485.hl 

BLASTX 

g3395431 

289 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-25 

190 
37 

(AC004683) 



unknown protein [Arabidopsis thaliana] 



20658 

77981_2.R1040 
ujr700646687.hl 

20659 

77981_4.R1040 
ncj700979794.h2 

20660 

77992_1.R1040 
LIB3139-002-Q1-N1-H8 

20661 

77999_1.R1040 

sat701015339.hl 

BLASTX 

g3064039 

247 

6.0e-21 

120 

39 

(AF054445) major latex protein homolog [Mesembryanthemum 
crystallinum] 

20662 

78003JL.R1040 
zhf700964084.hl 

20663 

78011_1.R1040 

jC-gmro02910040e09al 

BLASTX 

g3913008 

370 

1.0e-35 

86 

87 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi_3021338__emb__CAA06308_ (AJ005041) cytosolic 
fructose-1, 6-bisphosphate aldolase [Cicer arietinum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1040 

-003-P1-N1-C3 



20664 
78026_1. 
LIB3139- 
BLASTX 
g3080434 
289 

1.0e-25 

157 

42 

(AL022605) putative gamma- glutamyl transferase [Arabidops 
thaliana] 



3328 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20665 
7 8 03 6 J. 
LIB3139 
BLASTX 
g3695388 
267 

4.0e-23 

91 

53 

(AF096371) 



R1040 
■003-P1-N1- 



■D6 



No definition line found [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



20666 

78052J..R1040 
trc700562064.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



20667 

78052^2. R1040 

taw700657314.hl 

BLASTX 

g3880602 

228 

2,0e-18 

286 

25 

(282080) cDNA EST EMBL:D66071 comes from this gene; cDNA 
EST yk274al0.3 comes from this gene; cDNA EST yk289fl2.3 
comes from this gene; cDNA EST yk289fl2.5 comes from this 
gene; cDNA EST yk274a!0.5 comes from this gene; cDNA ES 

20668 

78059JL.R1040 
LIB3139-046-P1-N1-G8 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



20669 

78062J..R1040 
jC-gmro02910066a07al 

20670 

78064J..R1040 
ncj700983229.hl 

20671 

78Q74J..R1040 
LIB3139-003-P1-N1-H7 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



20672 

78076JL.R1040 
uC-gmropic020a08bl 

20673 

78079JL.R1040 
djj700606047.h2 

20674 

78087JL.R1040 
LIB3139-004-P1-N1-B2 
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# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20675 

78115JL.R1040 

LIB3139-004-P1-N1-E12 

BLASTX 

g3947854 

144 

6.0e-09 

96 

35 

(AL034381) conserved hypothetical PFAM UPF0031 containing 
protein [Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5 1 -most EST 



20676 

78115_2.R1040 
jC-gmro02910008el2al 



Seq. No. 
Contig ID 
5' -most EST 



20677 

78116_1. R1040 
LIB3139-004-P1-N1-E2 



Seq. No. 
Contig ID 
5 T -most EST 



20678 

78122JL.R1040 
gsv701049168.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20679 

78129_1.R1040 

ncj700985447.hl 

BLASTX 

g3402751 

264 

4.0e-23 

121 

22 

(AL031187) putative protein 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



20680 

78130J..R1040 
zhf700960673.hl 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20681 

78132_1.R1040 

hrw701060982.hl 

BLASTN 

g3449325 

43 

1.0e-14 

235 
80 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K16H17, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



20682 

78141JL.R1040 
LIB3139-004-P1-N1-H5 



Seq. No. 



20683 



3330 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



78157_1.R1040 

dpv701097667.hl 

BLASTX 

g4102839 

314 

1.0e-28 

157 
44 

(AF016713) LeOPTl 



[Lycopersicon esculentum] 



20684 

78163JL.R1040 

jC-gmf!02220137cl0al 

BLASTX 

g3395553 

237 

5.0e-27 

155 

50 

(AL031180) probable cation-transporting atpase 
[Schizosaccharomyces pombe] 

20685 

78164JL.R1040 
jC-gmfl02220085g04al 

20686 

78172JL.R1040 

eep700865433.hl 

BLASTN 

g4097879 

226 

1.0e-124 

590 

85 

Bean pod mottle virus complete segment RNAl polyprotein 
gene, complete cds 

20687 

78172_3.R1040 

zpv700759366.hl 

BLASTN 

g256428 

97 

4.0e-47 

111 

97 

KT13 (KTi3+)=Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 

20688 

78177_1.R1040 
zzp700831096.hl 

20689 

78181JL.R1040 
vzy700755388.hl 



3331 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4406780 

745 

3.0e-79 

178 

78 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 

20690 

78190JL.R1040 

uaw700666772.hl 

BLASTX 

g2501459 

484 

1.0e-48 

232 
44 

UBIQUITIN CARBOXYL- TERMINAL HYDROLASE T-3 (UBIQUITIN 
THIOLESTERASE T-3) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 
T-3) (DEUBIQUITINATING ENZYME T-3) ( ISOPEPTIDASE T-3) 
(ISOT-3) >gi 1658463 (U75362) isopeptidase T-3 [Homo 
sapiens] >gi 4507849_ref_NP_003931 . l_pUSP13__ UNKNOWN 



Seq. No. 


20691 


Contig ID 


78198 1.R1040 


5' -most EST 


LIB3139-005-P1-N1-H6 


Seq. No. 


20692 


Contig ID 


78216 1.R1040 


5' -most EST 


fua701039263.hl 


Method 


BLASTX 


NCBI GI 


g3935187 


BLAST score 


449 


E value 


1.0e-47 


Match length 


263 


% identity 


48 


NCBI Description 


(AC004557) F17L21.30 


Seq. No. 


20693 


Contig ID 


78247 1.R1040 


5' -most EST 


eep700865870.hl 


Seq. No. 


20694 


Contig ID 


78247 2.R1040 


5' -most EST 


uC-gmropic087a04bl 


Seq. No. 


20695 


Contig ID 


78250 1.R1040 


5' -most EST 


uxk700672002.hl 


Method 


BLASTX 


NCBI GI 


g3046695 


BLAST score 


247 


E value 


3.0e-20 


Match length 


82 


% identity 


63 


NCBI Description 


(AL022224) putative 



[Arabidopsis thaliana] 



3332 



Seq. No. 

Contig ID 
5 ! -most EST 

Seq- No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



20696 

78250_2.R1040 
kll701207585.hl 

20697 

78250^5. R1040 
leu701155368.hl 

20698 

78251_1.R1040 

LIB3139-043-P1-N1-C2 

BLASTX 

gl706958 

1153 

1.0e-127 

273 

76 

(U58284) cellulose synthase [Gossypium hirsutum] 
20699 

78251_2.R1040 

pmv700888770.hl 

BLASTX 

g2827143 

726 

5.0e-77 ' 

179 

73 

(AF02717 4) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

20700 

78266_1.R1040 
jsh701069496.hl 

20701 

78268_1.R1040 

uaw700665686.hl 

BLASTX 

g4006873 

145 

7.0e-09 

110 

30 

(Z99707) hypothetical protein [Arabidopsis thaliana] 
20702 

78270__1.R1040 
asn701142550.hl 

20703 

78281_1.R1040 
tku700646336.hl 

20704 

78294 1.R1040 



3333 



5' -most EST 



LIB3139-007-P1-N1-B2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20705 

78299JL.R1040 

zsg701125705.hl 

BLASTX 

g4530126 

478 

3.0e-48 

116 

76 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 



Seq. No. 
Contig ID 
5 f -most EST 



20706 

78303J..R1040 
zlv700807665.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20707 

78312JL.R1040 

jC-gmle01810056g03al 

BLASTX 

g2760321 

498 

2.0e-60 

158 
78 

(AC002130) F1N21.6 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20708 

78312_2.R1040 

tku700646413.hl 

BLASTX 

g2760321 

567 

2.0e-58 

145 

79 

(AC002130) F1N21, 



6 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20709 

78313_1.R1040 

LIB3139-083-P1-N1-G5 

BLASTX 

g4454012 

499 

3.0e-50 

174 

54 

(AL035396) Pollen-specific protein precursor like 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



20710 

78314_1.R1040 
ncj700978005.hl 



Seq. No. 



20711 



3334 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78318_1.R1040 

g5678048 

BLASTX 

g4204259 

366 

7.0e-35 

155 
49 

(AC005223) 18074 [Arabidopsis thaliana] 
20712 

78327_1.R1040 

g5753687 

BLASTX 

g2244818 

492 

2.0e-49 

216 

51 

(Z97336) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 20713 

Contig ID 78336_1 .R1040 

5' -most EST fC-gmse7000753222f 1 

Method BLASTX 

NCBI GI g4008006 

BLAST score 642 

E value 7.0e-67 

Match length 261 

% identity 53 

NCBI Description (AF084034) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20714 

78336_2.R1040 

lus701015817.hl 

BLASTX 

g4008006 

145 

2.0e-09 

42 

62 

(AF084034) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 20715 

Contig ID 78338_1 . R1040 

5' -most EST uC-gmrominsoy!85hl0bl 



Seq. No. 20716 

Contig ID 78343_1 .R1040 

5 '-most EST jC-gmf 102220070g03al 

Method BLASTX 

NCBI GI g2435517 

BLAST score 891 

E value 5.0e-96 

Match length 284 



3335 



(ID 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 

(AF024504) contains similarity to peptidase family Al 
[Arabidopsis thaliana] 

20717 

78345_1.R1040 
xpa700796891.hl 

20718 

78347_1.R1040 
jC-gmro02910072a03al 

20719 

78351_1.R1040 
LIB3139-007-P1-N1-H8 

20720 

78352_1.R1040 

LIB3139-008-P1-N1-A1 

BLASTN 

g3695058 

228 

1.0e-125 

332 

92 

Lotus japonicus rac GTPase activating protein 1 mRNA, 
complete cds 



Seq. No. 


20721 


Contig ID 


78356 1.R1040 


5 '-most EST 


fua701038842.hl 


Seq. No. 


20722 


Contig ID 


78368 1.R1040 


5 T -most EST 


fC-gmse700654584a5 


Method 


BLASTX 


NCBI GI 


g3420054 


BLAST score 


507 


E value 


1.0e-50 


Match length 


466 


% identity 


33 


NCBI Description 


(AC004 680) unknown protein 


Seq. No. 


20723 


Contig ID 


78371 1.R1040 


5' -most EST 


LIB3139-008-P1-N1-C6 


Seq. No. 


20724 


Contig ID 


78383 1.R1040 


5 '-most EST 


uC-gmropicl00dl2bl 


Seq. No. 


20725 


Contig ID 


78385 1.R1040 


5* -most EST 


uC-gmropic097g02bl 


Method 


BLASTX 


NCBI GI 


gl311386 


BLAST score 


1862 



3336 



CD 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0.0e+00 

477 

69 

Cyanogenic Beta-Glucosidase Mol_id: 1; Molecule: 
Beta-Glucosidase; Chain: Null; Ec: 3.2.1.21 



Cyanogenic 



20726 

78385_2.R1040 

xpa700796938.hl 

BLASTX 

g!311386 

373 

2.0e-35 

127 

70 

Cyanogenic Beta-Glucosidase Mol_id: 1; Molecule: Cyanogenxc 
Beta-Glucosidase; Chain: Null; Ec: 3.2.1.21 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



20727 

78395JUR1040 

sat701005049.hl 

BLASTX 

g2129831 

302 

4.0e-27 

195 
43 

heat shock transcription factor 34 - soybean 
>gi_662930_emb_CAA87077_ (Z46953) heat shock transcription 
factor 34 [Glycine max] 

20728 

78408_1.R1040 

uC-gmropic059b!0bl 

BLASTX 

g3080395 

246 

2.0e-20 

171 

42 

(AL022603) hypothetical protein [Arabidopsis thaliana] 
20729 

78408_2.R1040 

jC-gmro02800039cl2al 

BLASTX 

g3080395 

180 

4.0e-13 

100 

45 

(AL022603) hypothetical protein [Arabidopsis thaliana] 
20730 

78410_1.R1040 

kll701208822.hl 

BLASTN 



3337 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll42620 
107 

5.0e-53 

360 

87 

Phaseolus vulgaris phaseolin G-box binding protein PG2 
(PG2) mRNA, partial cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20731 

78412_1.R1040 

dpv701098005.hl 

BLASTX 

g4539386 

278 

9.0e-25 

72 
69 

(AL035526) extensin-like protein [Arabidopsis thaliana] 
20732 

78415JL.R1040 

LIB3139-009-P1-N1-A10 

BLASTX 

g3805964 

481 

2.0e-48 

132 

65 

(Y13773) laccase [Populus balsamif era subsp. trichocarpa] 
20733 

78422JL.R1040 
LIB3139-111-P1-N1-G7 



20734 

78424JL.R1040 

gsv701056182.hl 

BLASTX 

g2330649 

243 

2.0e-20 

151 

44 

(Y14558) topoisomerase I 



[Pisum sativum] 



20735 

78429_1.R1040 

LIB3139-009-P1-N1-B2 

BLASTX 

g2104422 

214 

6.0e-17 

166 

20 

(Z95395) putative membrane transport protein 
[Schizosaccharomyces pombe] 



3338 



Seq, No. 


20736 


Contig ID 


/o4oU 1.K1U4U 


5' -most EST 


jC-gmfl02220141b09al 


Seq, No. 


20737 


Contig ID 


78442 1.R1040 


5 '-most EST 


jC-gmst02400052d01al 


Seq, No. 


20738 


Contig ID 


78465 1.R1040 


5 T -most EST 


sat701009344.hl 


Method 


BLASTX 


NCBI GI 


g3y3blol 


BLAST score 


1047 


E value 


1.0e-114 


Match length 


218 


% identity 


85 


NCBI Description 


(AC004557) F17L21.24 


Seq. No. 


20739 


Contig ID 


78465 2.R1040 


5' -most EST 


ssr700554983.hl 


Method 


BLASTN 


NCBI GI 


g2760165 


BLAST score 


46 


E value 


7.0e~17 


Match length 


78 


% identity 


90 


NCBI Description 


Arabidopsis thaliana 



[Arabidopsis thaliana] 



MAC 9, complete sequence 



Lomic DNA, chromosome 5, 
[Arabidopsis thaliana] 



PI clone 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



20740 

78478_1.R1040 

LIB3139-009-P1-N1-G8 

BLASTX 

g4432855 

382 

7.0e-37 

136 

58 

(AC006300) unknown protein [Arabidopsis thaliana] 
20741 

78483_1.R1040 

gsv701053113.hl 

BLASTX 

g555655 

145 

1.0e-08 

69 

46 

(U06712) DNA-binding protein [Nicotiana tabacum] 
20742 

78483_2.R1040 
LIB3139-009-P1-N1-H5 



3339 





Seq. No. 


20743 




Contig ID 


78500 1.R1040 




5' -most EST 


zzp700835459.hl 




Method 


BLASTX 




NCBI GI 


g3451065 




BLAST score 


421 




E value 


3.0e-41 




Match length 


82 




% identity 


95 




NCBI Description 


(AL031326) water channel - like 






thaliana] 




Seq. No. 


20744 




Contig ID 


78501 1.R1040 




5 T -most EST 


LIB3139-010-P1-N1-B8 




Method 


BLASTX 




NCBI GI 


g4544409 




BLAST score 


193 




E value 


1.0e-14 




Match length 


84 




% identity 


51 




NCBI Description 


(AC006955) putative transcripti 


f 




thaliana] 




Seq. No. 


20745 




Contig ID 


78504 1.R1040 


^ ! 


5' -most EST 


hrw701057994.hl 


S 


Method 


BLASTX 




NCBI GI 


g3o6o083 


Hi 


BLAST score 


212 


e :: 


E value 


1.0e-16 




Match length 


160 




% identity 


41 


a 


NCBI Description 


(AC004667) hypothetical protein 




Seq. No. 


20746 




Contig ID 


78506 1.R1040 




5' -most EST 


trc700562222.hl 




Seq. No. 


20747 




uontig id 


/oOzl 1.K1U4U 




5 '-most EST 


bth700844901.hl 




Seq. No. 


20748 




Contig ID 


78521 2.R1040 




5' -most EST 


jC-gmst02400050d01dl 




Seq. No. 


20749 




Contig ID 


78527 1.R1040 




5' -most EST 


6HC-01-Q1-E1-C10 




Method 


BLASTX 




NCBI GI 


g4263771 




BLAST score 


161 




E value 


1.0e-10 




Match length 


104 




% identity 


31 




NCBI Description 


(AC006218) putative nonspecific 



- like protein [Arabidopsis 



3340 



precursor [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



20750 

78529_1.R1G40 
LIB3139-010-P1-N1-F1 



Seq. No. 
Contig ID 
5 '-most EST 



20751 

78542J..R1040 
fua701037763.hl 



Seq. No, 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



20752 

78555_1.R1040 
g5057901 

20753 

78559JL.R1040 
LIB3139-011-P1-N1-A12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



20754 

78561J..R1040 
jex700906441.hl 

BLASTX 

g3414809 

140 

1.0e-08 

58 
4 

(AF061529) rjs [Mus musculus] 
20755 

78562_1.R1040 

g5606168 

BLASTX 

g3287857 

410 

7.0e-40 

182 
46 

3 -HYDROXYBUT YRYL-COA DEHYDROGENASE (BETA-HYDROXYBUTYRYL-COA 
DEHYDROGENASE) (BHBD) >gi_1209052 (U32229) HbdA 
[Bradyrhizobium japonicum] 

20756 

78573_1.R1040 

LIB3139-011-P1-N1-B8 

BLASTX 

g3582436 

641 

5.0e-67 

188 
68 

(AB017502) beta-D-glucan exohydrolase [Nicotiana tabacum] 
20757 

78583JL.R1040 

leu701153369.hl 

BLASTX 



3341 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



g3004565 
1199 

1.0e-132 

280 

37 

(AC003673) putative protein kinase [Arabidopsis thaliana] 
20758 

78586_1.R1040 

kmv700743012.hl 

BLASTX 

gl350522 

322 

1.0e-29 

92 

72 

(L47115) late embryogenesis abundant protein [Picea glauca] 
20759 

78594J..R1040 
jC-gmle01810020b02al 

20760 

78594_2.R1040 
sat701009188.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



20761 

78597_1.R1040 

zpv700762167.hl 

BLASTX 

g4455359 

786 

4.0e-84 

181 

86 

(AL035524) putative protein [Arabidopsis thaliana] 
20762 

78601_1.R1040 

awf700841758.hl 

BLASTX 

g4539291 

323 

4.0e-48 

145 

66 

(AL04 9480) putative protein [Arabidopsis thaliana] 
20763 

78602__1.R1040 

uC-gmflminsoy005c08bl 

BLASTX 

gl076685 

336 

5.0e-31 

153 

31 



3342 



NCBI Description 



SPF1 protein - sweet potato >gi_484261_dbj_BAA06278_ 
(D30038) SPF1 protein [Ipomoea batatas] 



Seq. No. 


20764 


Contig ID 


78610_1.R1040 


D IllOoL IliDl 


<3^i-7ni ni R^n^ hi 

odC / U -LU -LO JU O * Ii-L 


Method 


BLASTX 


NCBI GI 


g3643085 


BLAST score 


452 


E value 


3.0e-51 


Match length 


201 


% identity 


56 


NCBI Description 


(AF075580) protein phosphatas 




crystallinum] 


Seq. No. 


20765 


Contig ID 


78610_2.R104Q 


b -most E.bT 


uC-gmroininsoyl 99c08bl 


Method 


BLASTX 


NCBI GI 


gl707015 


BLAST score 


183 


E value 


2.0e-13 


Match length 


76 


% identity 


51 


NCBI Description 


(U78721) protein phosphatase 




thaliana] 


Seq. No. 


20166 


Contig ID 


/ooll 1.R104U 


5 '-most EST 


LIB3139-011-P1-N1-F9 


Method 


BLASTX 


NCBI GI 


g4490706 


BLAST score 


4 66 


E value 


1.0e-46 


Match length 


121 


% identity 


72 


NCBI Description 


(AL035o80) putative protein 


Seq. No. 


20767 


Contig ID 


78615 1.R1040 


5' -most EST 


wrg700791566.hl 


Seq. No. 


20768 


Contig ID 


78616 1.R1040 


5 1 -most EST 


zhf 700961554. hi 


Seq. No. 


20769 


Contig ID 


78622 1.R1040 


5 T -most EST 


jC-gmle01810060b09al 


Method 


BLASTX 


NCBI GI 


g3025189 


BLAST score 


293 


E value 


3.0e-26 


Match length 


138 


% identity 


41 


NCBI Description 


HYPOTHETICAL 67.1 KD PROTEIN 



>gi_1652753_dbj_BAA17672_ (D90908) ABCl-like [Synechocystis 



3343 



# 



sp. ] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



20770 

78625JL.R1040 

jC-gmst02400072cl2al 

BLASTX 

gl435021 

710 

1.0e-74 

271 
56 

(D26575) DNA-binding protein [Daucus carota] 
20771 

78628JL.R1040 

LIB3139-011-P1-N1-H9 

BLASTX 

g3413703 

178 

7.0e-13 

134 

41 

(AC004747) unknown protein [Arabidopsis thaliana] 
20772 

78649_1.R1040 
LIB3139-012-P1-N1-C8 

20773 

78650_1.R1040 
eep700866894.hl 

20774 

78652_1.R1040 

jC-gmst02400042al2al 

BLASTX 

g2642433 

317 

5.0e-29 

129 

55 

(AC002391) putative receptor protein kinase [Arabidopsis 
thaliana] 

20775 

78659JL.R1040 

LIB3139-012-P1-N1-D9 

BLASTX 

g3688187 

652 

2.0e-68 

155 

75 

(AL031804) putative protein [Arabidopsis thaliana] 
20776 

78667 1.R1040 



3344 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3139-012-P1-N1-E9 

BLASTX 

g2660670 

1002 

1.0e-109 

259 
77 

(AC002342) 
thaliana] 



putative Cu2+-transporting ATPase [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



20777 

78671JL.R1040 

LIB3139-012-P1-N1-F3 

BLASTN 

g4097879 

524 

0.0e+00 

583 

98 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

20778 

78678JL.R1040 
hrw701060051.h2 



Seq. No. 
Contig ID 
5 T -most EST 



20779 

78686_1.R1040 
LIB3139-030-P1-N1-E6 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20780 

78700JL.R1040 

LIB3139-013-P1-N1-A5 

BLASTX 

g3873408 

326 

6.0e-30 

172 

46 

(L76926) putative zinc finger protein [Arabidopsis 
thaliana] 

20781 

78701JL.R1040 

LIB3139-013-P1-N1-A6 

BLASTX 

g3877655 

288 

1.0e-25 

143 

41 

(272511) possible zinc finger protein; cDNA EST EMBL:M89115 
comes from this gene; cDNA EST EMBL:D71533 comes from this 
gene; cDNA EST EMBL:D72314 comes from this gene; cDNA EST 
EMBL:D75164 comes from this gene; cDNA EST EMBL: CI 



Seq. No. 



20782 



3345 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



78712JL.R1040 
jC-gmst0240004 8h09al 

20783 

78721_1.R1040 

uC-gmropic020c04bl 

BLASTX 

g3023945 

199 

4,0e-15 

89 

49 

HI STONE DEACETYLASE (HD) >gi_2318131 
deacetylase [Arabidopsis thaliana] 

20784 

78721_2.R1040 
gsv701052906.hl 

20785 

78723_1.R1040 

uC-gmf lminsoy083bllbl 

20786 

78743JL.R1040 
LIB3139-013-P1-N1-F8 



(AF014824) histone 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



20787 

78755_1.R1040 

pmv700889378.hl 

BLASTX 

g3522942 

862 

1.0e-92 

222 

74 

(AC004411) hypothetical protein [Arabidopsis thaliana] 
20788 

78763_1.R1040 

jC-gmro02910026g02dl 

BLASTX 

g2245020 

269 

7.0e-23 

312 
31 

(Z97341) growth regulator homolog [Arabidopsis thaliana] 
20789 

78763_2.R1040 
jC-gmst02400018b08al 

20790 

78781_1.R1040 

leu701146149.hl 

BLASTX 



3346 



NCBI GI 


g3335366 


BLAST score 


408 


E value 


6. 0e-40 


Match length 


109 


% identity 


72 


NCBI Description 


(AC003028) unknown protein [Arabidopsis 


Seer. No. 


20791 


Contia ID 


78815 1 R1040 


5' -most EST 


jC-gmfl02220089g08al 


Sea. No. 


20792 


Contig ID 


78818 1.R1040 


5' -most EST 


ncj700984740.hl 


Method 


BLASTX 


NCBI GI 


g4190952 


BLAST score 


881 


E value 


5 Oe-95 


Match lencrth 


257 


% "iderLt*ii~v 


61 


NCBI Description 


(AB022689) similar to hsr203J [Lycopers 




20793 


Contia ID 


78819 1 R1040 


5 '-most EST 


LIB3139-014-P1-N1-G9 


Method 


BLASTX 


NCBI GI 


g2880042 


BLAST score 


404 


E 1 Tie 


3, Oe-39 


Ms^ph 1 enrri"h 


179 


% identity 


50 


NCBI Description 


(AC002340) putative 3-hydroxyisobutyryl 




hvH"rol ^^f* TAtsId"! rlcin^ thali^Tn^l 


Seq. No. 


20794 


Contig ID 


78827 1.R1040 


5 ' -most EST 


LIB3139-015-P1-N1-A2 


Seq. No. 


20795 


Contig ID 


78831 1.R1040 


5 ' —most EST 


eox7011Q8181 hi 






Print- i a Tn 


1OOJJ 1 • I\1U1U 


5 '-most EST 


iC-amle01810092d04dl 




907 Q7 


Contia ID 


78835 1 R1040 


5 ' -most EST 


fde700870806 hi 


Method 


BLASTX 


NCBI GI 


g3763925 


BLAST score 


681 


E value 


1.0e-71 


Match length 


152 


% identity 


86 


NCBI Description 


(AC004450) putative AflO-protein [Arabi 



3347 



CD • 

Seq. No. 20798 

Contig ID 78835_2 .R1040 

5' -most EST jC-gmle01810061d07al 

Method BLASTX 

NCBI GI g3763925 

BLAST score 357 

E value 8.0e-34 

Match length 80 

% identity 80 , . 

NCBI Description (AC004450) putative AflO-protein [Arabidopsis thaliana J 



Seq. No. 20799 

Contig ID 78857JL.R1040 

5' -most EST LIB3139-015-P1-N1-E10 

Method BLASTX 

NCBI GI g4371296 

BLAST score 228 

E value 1.0e-18 

Match length 163 

% identity 36 _ , 

NCBI Description (AC006260) putative receptor protein kinase [Arabidopsis 

thaliana] 



Seq. No. 20800 

Contig ID 78863J..R1040 

5' -most EST LIB3139-015-P1-N1-F2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20801 

78870_1.R1040 

LIB3139-015-P1-N1-F9 

BLASTX 

g2832642 

539 

5.0e-55 
226 

(AL021710) putative protein [Arabidopsis thaliana] 
20802 

78873_1.R1040 

LIB3139-015-P1-N1-G12 

BLASTX 

gl!76203 

301 

2.0e-27 

117 

52 

HYPOTHETICAL 43.1 KD PROTEIN IN RPLM-HHOA INTERGENIC REGION 
(F375) >gi_606171 (U18997) ORF_f375 [Escherichia coli] 
>gi_1789627 (AE000402) orf, hypothetical protein 
[Escherichia coli] 



Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 



20803 

78884_1.R1040 

jC-gmst02400007f06al 

BLASTN 

g4159703 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 



63 

1.0e-26 

211 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K5F14, complete sequence [Arabidopsis thaliana] 

20804 

78893JL.R1040 

seb700652450.hl 

BLASTX 

g4115536 

382 

2.0e-36 

151 
60 

(AB012115) UDP-glycose:flavonoid glycosyltransf erase [Vigna 
mungo] 

20805 

78893_2.R1040 
LIB3139-016-P1-N1-B5 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20806 

78897_1.R1040 

kll701213071.hl 

BLASTX 

g4539301 

192 

8.0e-15 

46 

87 

(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20807 

78911_1.R1040 

zhf700962791.hl 

BLASTX 

g3757523 

455 

3.0e-45 

168 

56 

(AC005167) putative transportin [Arabidopsis thaliana] 
20808 

78913_1.R1040 

uaw700664425.hl 

BLASTX 

g3980378 

1032 

1.0e-160 

449 

65 

(AC004 561) putative RNA binding protein [Arabidopsis 
thaliana] 
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II 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20809 

78913_2. R1040 

kl!701206574.hl 

BLASTX 

g3980378 

679 

2.0e-71 

131 

91 

(AC004561) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20810 

78913_3.R1040 

dpv701099439.hl 

BLASTX 

g3980378 

173 

2.0e-12 

39 
77 

(AC004561) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



20811 

78913_4.R1040 
epx701110408.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20812 

78918J..R1040 

uC-gmropic021d05bl 

BLASTX 

g4467359 

725 

7.0e-77 

196 
72 

(AJ002685) Phosphatidylinositol 4-kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20813 

78941^2. R1040 

LIB3139-016-P1-N1-H9 

BLASTN 

g2351070 

56 

1.0e-22 

282 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTH12, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



20814 

78953JL.R1040 

g5677054 

BLASTX 



3350 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



gl723125 
570 

1.0e-58 

195 

58 

HYPOTHETICAL 27.8 KD PROTEIN SLL0194 

>gi_1001604_dbj_BAA10232_ (D64000) hypothetical protein 
[Synechocystis sp.] 

.20815 

78954JL.R1040 
LIB3139-017-P1-N1-B8 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



20816 

78959_1.R1040 

zzp700830573.hl 

BLASTX 

g464365 

281 

3.0e-25 

69 
11 

PEROXIDASE P7 >gi_66306jpir OPNB7 peroxidase 

- turnip 

20817 

78960_1.R1040 
LIB3139-017-P1-N1-C8 



(EC 1.11.1.7) 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



20818 

78971_1.R1040 

LIB3139-017-P1-N1-E5 

BLASTX 

g!084334 

358 

8.0e-34 

76 

92 

calcium-dependent protein kinase (EC 2.7.1.-) 
Arabidopsis thaliana >gi 604880 dbj BAA04829 



(D21805) 



calcium-dependent protein kinase [Arabidopsis thaliana] 
20819 

78980_1.R1040 
gsv701056023.hl 

20820 

78984JL.R1040 
LIB3139-017-P1-N1-H12 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



20821 

78984_2.R1040 

jC-gmle01810093c02al 

BLASTX 

gl304599 

123 

2.0e-ll 
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# 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 f -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



110 
40 

(U41315J ZNF127-Xp [Homo sapiens] 
20822 

78988_2.R1040 

zhf700964037.hl 

BLASTX 

g2979554 

429 

1.0e-42 
91 

85 

(AC003680) CDC4 like protein [Arabidopsis thaliana] 
20823 

79006J..R1040 

jC-gmf 10222008 6e03al 

BLASTX 

g3286691 

321 

2.0e-29 

230 

36 

(AJ007 450) auxilin-like protein [Arabidopsis thaliana] 
20824 

79007JL.R1040 

uC-gmropic029h07bl 

BLASTX 

g2245060 

4 64 

4.0e-46 

201 
46 

(Z97342) allergen homolog [Arabidopsis thaliana] 
20825 

79027_1.R1040 

taw700659954.hl 

BLASTX 

g3461829 

470 

4.0e-47 

153 

64 

(AC004138) hypothetical protein [Arabidopsis thaliana] 
20826 

79035_1.R1040 

jC-gmro02800035c08dl 

BLASTX 

g3873408 

170 

8.0e-12 

104 

39 
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NCBI Description 



(L76926) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 


20827 


Contig ID 


79036 1.R1040 


R f -mosf EST 


LIB3139-018-P1-N1-G10 

XJ X U X ~* U XU XX. L<l X uXu 


Mp1~hnd 


BLASTX 


NCBI GI 


gl255951 


BLAST score 


1061 


E value 


1.0e-116 


Ma t" r*h 1 p^ti h 


O W \J 


% identity 


65 


1\ ^ J_J X L/COOJ-Xy L±UH 


(X9693?) PS60 TNicotiana 


Seer No 


20828 


rnnt" i cr TD 

\~/\Jll U Xy J- U 


7QD37 1 R1H40 


R'-most EST 

•J 111 L/u L> J— 1 U X 


LIB3139-018-P1-N1-G11 


Seq. No. 


20829 


Contig ID 


79041 1.R1040 


R'-mn^t- E9T 


r>rn7nriQQ41 hi 

/ VJ VJ .7 -3 *± 1J J . 11 X 


TvjTr> 4— V"i j-i j"J 


D>ixrt.O 1 A 


vrpDT n-r 
JNUrsl Lr± 


gouoo o yo 


oixfio i score 




E value 


O . Uc jO 


LYiaucn xengtn 


JLUfl 


^ lueriLity 




LNL*,DX Uco l-X X£J LXCJII 


{tXLiKJ^.jCDO / / llyyU diet. J_L.cix 


Seq. No. 


20830 


Contig ID 


79048 1.R1040 




-rr^7nfiQQfi99D hi 




RT A^TX 

DXinO ± z\ 


NCBI GI 


g4415913 


BLAST score 


291 


wal no 
Ej VcLXLLc 


D ♦ Uti £. 0 


riciL^il XCliy Lil 


76 


% identity 


79 


NCBI Description 


(AC006282) unknown prote 


C W . iM \J . 


iUO Jl 


UUIl ( — l y X i_> 




ZJ IHUoU, JjOI 


■7q/t7 nTl 9 1 ^97 hi 


dorr 

oeq . ino * 




contig xl> 


7Qfi£1 1 Pi <\AC\ 


■J 1LLU D L L-tk_? X 


llv^ yiuxxiLixiiouy uz, Jau oui 


Seq. No. 


20833 


Contig ID 


79062 1.R1040 


5 '-most EST 


jC-gmst02400018a08al 


Method 


BLASTX 


NCBI GI 


g4371296 


BLAST score 


992 


E value 


1.0e-108 


Match length 


246 


% identity 


77 



[Arabidopsis thaliana] 
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NCBI Description (AC006260) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



20834 

79065_1.R1040 

LIB3139-020-P1-N1-B1 

BLASTX 

gl709970 

330 

8.0e-31 

79 

78 

60S RIBOSOMAL PROTEIN L10A 
20835 

79078_1.R1040 
seb700652343.hl 

20836 

79083_1.R1040 

LIB3139-020-P1-N1-C8 

BLASTX 

g4185855 

770 

3.0e-82 

168 

92 

(AJ132388) Ca2+-ATPase [Arabidopsis thaliana] 
20837 

79087JL.R1040 

LIB3139-020-P1-N1-D3 

BLASTX 

g3355480 

415 

2.0e-40 

185 
45 

(AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 

20838 

79089_1.R1040 

wrg700790915.hl 

BLASTX 

g3367596 

333 

7.0e-31 
192 

41 u . . _ 

(AL031135) putative protein [Arabidopsis thaliana] 

20839 

79094JL.R1040 
uC-gmronoir046d01bl 



Seq. No. 



20840 
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Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 



79117_1.R1040 
gsv701049957.hl 

20841 

79123_1.R1040 

LIB3139-020-P1-N1-H11 

BLASTX 

g3510251 

433 

6.0e-43 

104 

70 

(AC005310) unknown protein [Arabidopsis thaliana] 



20842 

79131_1.R1040 

uC-gmropicll4e02bl 

BLASTX 

g3386604 

173 

2.0e-12 

73 

49 

(AC004665) putative protein kinase 



[Arabidopsis thaliana] 



20843 

79138_1.R1040 

uC-gmropic039c04bl 

BLASTX 

g3021532 

194 

9.0e-15 

85 

53 

(AJ001772) glucose- 6~phosphate dehydrogenase [Nicotiana 
tabacum] 

20844 

7 914 1_1. R10 40 

g5342700 

BLASTX 

g3757521 

705 

4.0e-74 

232 
58 

(AC005167) unknown protein [Arabidopsis thaliana] 
20845 

79147_1.R1040 
LIB3139-021-P1-N1-C3 



Seq. No. 

Contig ID 
5 1 -most EST 



20846 

79150_1.R1040 
LIB3139-099-P1-N1-E6 



Seq. No. 



20847 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79150_2.R1040 

LIB3167-013-P1-K1-H2 

BLASTX 

g558925 

208 

2.0e-16 

60 

75 

(U15778) geranylgeranyl pyrophosphate synthase [Lupinus 
albus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20848 

79152_1.R1040 

LIB3139-021-P1-N1-D1 

BLASTX 

g4510344 

334 

3.0e-31 

128 

57 

(AC006921) hypothetical protein [Arabidopsis thaliana] 
20849 

79160JL.R1040 

LIB3139-02I-P1-N1-D6 

BLASTX 

g2191136 

795 

7.0e-85 

290 

54 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T4 6230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H76290 
[Arabidopsis thaliana] 

20850 

79163_1.R1040 

jC-gmro02910073hl2al 

BLASTX 

gll49569 

1267 

1.0e-140 

276 
84 

(250851) HD-zip [Arabidopsis thaliana] 
20851 

79176_1.R1040 

LIB3139-021-P1-N1-F4 

BLASTX 

g4371295 

404 

2.0e-39 

109 
73 

(AC006260) putative CCAAT-binding transcription factor 
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Seq. No. 
Contig ID 
5' -most EST 



II 



[Arabidopsis thaliana] 
20852 

79184JLR1040 
LIB3139-092-P1-N1-H11 



Seq* No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20853 

79185J..R1040 

sat701008005.hl 

BLASTX 

g3859696 

244 

3.0e-20 

223 

26 

(AL033497) unknown hypothetical protein [Candida albicans] 
20854 

79193JL.R1040 
gsv701047090.hl 



20855 

79194_JL.R1040 

jC-gmle01810021f06al 

BLASTX 

g4467122 

278 

1.0e-24 

94 

59 

(AL035538) putative protein 



[Arabidopsis thaliana] 



20856 

79195J..R1040 

LIB3139-114-P1-N1-G12 

BLASTX 

g3367591 

331 

1.0e-30 

166 

37 

(AL031135) putative protein [Arabidopsis thaliana] 
20857 

79195_2.R1040 
zsg701118081.h2 

20858 

79224J..R1040 

jC-gmfl02220142g07al 

BLASTX 

g2980790 

288 

9.0e-26 

119 

49 

(AL022197) hypothetical protein [Arabidopsis thaliana] 
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Seq. No. 


20859 


Contig ID 


79225 1.R1040 


5 1 -most EST 


jC-gmle01810062c09al 


Seq. No. 


20860 


Contig ID 


79225 2.R1040 


5 '-most EST 


LIB3139-022-P1-N1-D11 


Seq. No. 


20861 


Contig ID 


79227 1.R1040 


5' -most EST 


sat701015277.hl 


Seq. No. 


20862 


Contig ID 


79248 1.R1040 


5 ' -most EST 


jC-gmle01810022f07al 


Method 


BLASTX 


NCBI GI 


g4324470 


BLAST score 


280 


E value 


2.0e-24 


Match length 


173 


% identity 


38 


NCBI Description 


(AF105010) LAGlCe-1 [ 


Seq. No. 


20863 


Contig ID 


79250 1.R1040 


5 '-most EST 


LIB3139-022-P1-N1-G3 


Seq* No. 


20864 


Contig ID 


79277 1.R1040 


5' -most EST 


ncj700986574*hl 


Method 


BLASTX 


NCBI GI 


g4544436 


BLAST score 


312 


E value 


2.0e-28 


Match length 


134 


% identity 


47 


NCBI Description 


(AC006592) anthocyani 




3 ' partial [Arabidops 


Seq. No. 


20865 


Contig ID 


79282_2.R1040 


5 '-most EST 


uC-gmronoir031a09bl 


Seq. No. 


20866 


Contig ID 


79285 1.R1040 


5 '-most EST 


LIB3139-023-P1-N1-C6 


Seq. No. 


20867 


Contig ID 


79298 1.R1040 


5 '-most EST 


LIB3139-023-P1-N1-E11 


Method 


BLASTX 


NCBI GI 


g4204283 


BLAST score 


615 


E value 


5.0e-64 


Match length 


179 


% identity 


64 



3358 



NCBI Description (AC004146) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20868 

79314_1.R1040 

uC-gmflminsoy005bl0bl 

BLASTX 

g2224911 

826 

1.0e-88 

261 

66 

(U93048) 
carota] 



somatic embryogenesis receptor-like kinase [Daucus 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



5 T -most EST 



20869 

79323JL.R1040 

leu701148586.hl 

BLASTX 

g2224911 

286 

1.0e-25 

79 
70 

(U93048) somatic embryogenesis receptor-like kinase [Daucus 
carota] 

20870 

79324J..R1040 
LIB3139-023-P1-N1-H1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20871 

79332_1.R1040 

LIB3139-023-P1-N1-H9 

BLASTX 

g2944180 

433 

5,0e-68 

256 

61 

(AF007779) trehalose-6-phosphate phosphatase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20872 

79337_1.R1040 
jC-gmle01810014h08dl 

20873 

79348_1.R1040 

LIB3139-024-P1-N1-B9 

BLASTX 

g2062174 

198 

3.0e-15 

78 
50 

(AC001645) transcription factor (TINY) isolog [Arabidopsis 
thaliana] 



3359 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20874 

79348_2.R1040 

trc700565484.hl 

BLASTX 

gl246403 

151 

5.0e-10 

34 
76 

(X94698) TINY [Arabidopsis thaliana] >gi_3406035 (AC005405) 
TINY [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



20875 

79361JL.R1040 
k!1701212190.hl 



Seq. No. 
Contig ID 
5 '-most EST 



20876 

79361_2.R1040 
ncj700979545.h2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20877 

79373JL.R1040 

zzp700833542.hl 

BLASTX 

g2689219 

146 

3.0e-09 

95 

39 

(X99669) dynamin like protein [Dictyostelium discoideum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20878 

79385J..R1040 

LIB3139-024-P1-N1-G11 

BLASTX 

g2181190 

239 

4.0e-20 

107 

52 

(Y12531) serine/threonine kinase [Brassica oleracea] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20879 

79390J..R1040 

fC-gmro700876241dl 

BLASTX 

g3953479 

207 

4.0e-16 

92 

7 

(AC002328) F2202.24 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



20880 

79400J..R1040 
uC-gmropic078c!0bl 



3360 



CI 



Method 


BLASTX 




A CI A A 

g4 OlUo4 4 


BLAST score 


196 


E value 


9.0e-15 


Match length 


138 


% identity 


A A 

4 4 


NCB1 Description 


(AC006921) hypothetical protein 


Seq. No. 


20881 


Contig ID 


/y4UU Z.R1U4U 


5 '-most EST 


gsv701053031.hl 


Seq. No. 


20882 


Contig ID 


/94U1 1.R1U4U 


5 '-most EST 


sat701011730.hl 


Seq. No. 


20883 


Contig ID 


79408 1.R1040 


5' -most EST 


jC-gmle01810059d07al 


Seq. No. 


20884 


Contig ID 


79412 1.R1040 


5 1 -most EST 


gsv701056890.hl 


Method 


BLASTX 


NCBI gi 


g340oo21 


BLAST score 


153 


E value 


3.0e-10 


Match length 


57 


% identity 


47 


NCBI Description 


(AF078806) unknown [Oryctolagus 


Seq. No. 


20885 


Contig ID 


79424 1.R1040 


5' -most EST 


zhf700964110.hl 


Method 


BLASTX 


NCBI GI 


O A A J 1 1 

g2444178 


BLAST score 


458 


E value 


8.0e-46 


Match length 


136 


% identity 


69 


NCBI Description 


(U94784) unconventional myosin 


Seq. No. 


20886 


Contig ID 


79435 1.R1040 


5 f -most EST 


LIB3139-025-P1-N1-E11 


Seq. No. 


20887 


Contig ID 


79443 1.R1040 


5 '-most EST 


jC-gmf!02220144bl2al 


Method 


BLASTX 


NCBI GI 


g629561 


BLAST score 


275 


E value 


2.0e-24 


Match length 


105 


% identity 


52 


NCBI Description 


SRG1 protein - Arabidopsis thai 



>gi 479047 emb CAA55654__ (X79052) SRG1 [Arabidopsis 



3361 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] 
20888 

79459_1.R1040 

rlr700896402.hl 

BLASTX 

g3176726 

819 

6.0e-88 

192 

81 

(AC002392) putative serine proteinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No, 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



20889 

79464JL.R1040 
uC-gmrominsoyl25ellbl 

20890 

79465JL.R1040 

LIB3139-026-P1-N1-A12 

BLASTX 

g!703201 

457 

9.0e-46 

117 

77 

PROTEIN KINASE AFC 3 >gi_ 
[Arabidopsis thaliana] 



601791 (U16178) protein kinase 



20891 

79476JL.R1040 

LIB3139-026-P1-N1-B5 

BLASTX 

g4204276 

418 

3.0e-41 

120 
68 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 
20892 

79492JL.R1040 

bnh700764650.hl 

BLASTX 

g3549669 

249 

3.0e-21 

69 
74 

(AL031394) putative protein [Arabidopsis thaliana] 
20893 

79494J..R1040 

LIB3139-026-P1-N1-D4 

BLASTX 

g2160156 



3362 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



306 

5.0e-28 

94 

65 

(AC000132) Strong similarity to S. pombe leucyl-tRNA 
synthetase (gb_Z73100) . [Arabidopsis thaliana] 

20894 

79495J..R1040 
ary70076442Q.hl 

20895 

79496J..R1040 

LIB3139-026-P1-N1-D7 

BLASTX 

g3395440 

403 

2.0e-39 

126 

56 

(AC004 683) hypothetical protein [Arabidopsis thaliana] 
20896 

79499_1.R1040 

LIB3139-026-P1-N1-E12 

BLASTX 

g2586082 

259 

3.0e-22 

153 

45 

(U72725) retrofit [Oryza longistaminata] 
20897 

79504JL.R1040 
jC-gmro02910050c08dl 

20898 

79510JL.R1G40 

ssr700555962.hl 

BLASTX 

g4510350 

365 

9.0e-35 

109 

64 

(AC006921) hypothetical protein [Arabidopsis thaliana] 
20899 

79521_1.R1040 

uC-gmrominsoyl74h02bl 

BLASTN 

g3821780 

38 

8.0e-12 

46 

96 



3363 



NCBI Description Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20900 

79538_1.R1040 

awf700839205.hl 

BLASTX 

gll69128 

868 

3.0e-93 

293 

84 

SERINE/THREONINE- PROTEIN KINASE CTR1 >gi_166680 (L08789) 
protein kinase [Arabidopsis thaliana] >gi_166682 (L087 90) 
protein kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20901 

79539JL.R1040 

g5057836 

BLASTX 

g4490737 

347 

2.0e-32 

91 

75 

(AL035708) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



20902 

79541_1.R1040 
ssr700557649.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20903 

79555JL.R1040 

dpv701102359.hl 

BLASTX 

g4455184 

442 

9.0e-44 

175 

55 

(AL035521) extra-large G-protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20904 

79574JL.R1040 

hyd700730174.hl 

BLASTX 

g2760839 

518 

3.0e-52 

247 

51 

(AC003105) putative receptor kinase 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



20905 

79578_1.R1G40 

zhf700953640.hl 

BLASTX 



3364 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method ; 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



g4538935 
295 

1.0e-26 

71 
73 

(AL04 9483) putative protein [Arabidopsis thaliana] 
20906 

79585JL.R1040 

zzp700832036.hl 

BLASTX 

g2245136 

1250 

1.0e-138 

331 

77 

(Z97344) trehalose-6-phosphate synthase homolog 
[Arabidopsis thaliana] 

20907 

79596_1.R1040 

pxt700944555.hl 

BLASTX 

g3335378 

289 

6.0e-35 

129 

51 

(AC003028) Myb-related transcription activator [Arabidopsis 
thaliana] 

20908 

79603JL.R1040 

zhf700960159.hl 

BLASTX 

g3193330 

463 

3.0e-46 

133 ^ 
71 

(AF069299) contains similarity to Medicago sativa corC 
(GB:L22305) [Arabidopsis thaliana] 

20909 

79606_1.R1040 
zhf 700958264. hi 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



20910 

79616JL.R1040 
uC-gmropic042allbl 

20911 

79639_1.R1040 

zsg701118922.hl 

BLASTX 

g4539322 

283 



3365 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



1.0e-27 

100 

69 

(AL035679) putative protein [Arabidopsis thaliana] 
20912 

79646_1.R1040 

jC-gmst02400052a03al 

BLASTX 

g4539006 

193 

9.0e-16 

190 

32 

(AL049481) putative protein [Arabidopsis thaliana] 
20913 

79653JL.R1040 
zzp700836001.hl 

20914 

79654JL.R1040 
LIB3139-118-P1-N1-B8 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20915 

79657_1.R1040 

asn701131789.hl 

BLASTX 

g4539401 

353 

3.0e-33 

172 

50 

(AL035526) putative protein [Arabidopsis thaliana] 
20916 

79657_2.R1040 

LIB3139-028-P1-N1-G2 

BLASTX 

g4539401 

441 

8.0e-44 

119 

70 

(AL035526) putative protein [Arabidopsis thaliana] 
20917 

79662JL.R1040 

uC-gmronoir 0 63b0 3bl 

BLASTX 

g4510376 

333 

7.0e-31 

142 

47 

(AC007017) unknown protein [Arabidopsis thaliana] 



3366 



CI 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



20918 

79669_1.R1040 
epx701106551.hl 

20919 

79683JL.R1040 

LIB3139-029-P1-N1-C3 

BLASTX 

g3063455 

436 

2.0e-42 

102 

76 

(AC003981) F22013.17 
20920 

79724JL.R1040 
trc700561179.hl 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



20921 

79728JL.R1040 

uxk700668456.hl 

BLASTX 

g2780192 

655 

9.0e-69 

131 

88 

(AJ222713) unnamed protein product [Arabidopsis thaliana] 
20922 

79729JL.R1040 

LIB3139-029-P1-N1-H10 

BLASTX 

g2760830 

508 

9.0e-52 

118 

84 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 

20923 

79731JL.R1040 

jC-gmst 0240004 6g05al 

BLASTN 

g2351064 

40 

5.0e-13 

44 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDJ22, complete sequence [Arabidopsis thaliana] 

20924 

79742JL.R1040 
kmv700742804.hl 



3367 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



BLASTX 

gl871182 

690 

7.0e-73 

169 

77 

(U90439) phospholipase D isolog [Arabidopsis thaliana] 
20925 

79748JL.R1040 
uC-gmrominsoyl69cllbl 

20926 

79748_2.R1040 
leu701152554.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5' -most EST 



20927 

79749JL.R1040 

kll701206380.hl 

BLASTX 

g2829923 

339 

1.0e-31 

75 
48 

(AC002291) Similar to uridylyl transferases [Arabidopsis 
thaliana] 

20928 

79764JL.R1040 
LIB3139-030-P1-N1-D2 



Seq. No. 

Contig ID 
5' -most EST 



20929 

79766JL.R1040 
LIB3139-030-P1-N1-D4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



20930 

79767JL.R1040 

LIB3139-030-P1-N1-D6 

BLASTX 

g2088657 

149 

1.0e-09 

87 

33 

(AF002109) unknown protein [Arabidopsis thaliana] 
20931 

79773JL.R1040 
LIB3139-030-P1-N1-E3 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



20932 

79786JL.R1040 

LIB3139-030-P1-N1-F9 

BLASTX 

g2465923 

157 
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ft 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



2.0e-10 

100 
35 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

20933 

79791JL.R1040 

xpa700793503.hl 

BLASTX 

gl369981 

176 

1.0e-12 

86 
21 

(X95 609) mec-8 [Caenorhabditis elegans] 

>gi_3874374_emb_CAB02754_ (Z81037) similar to mecano sensory 
gene mec-8; cDNA EST EMBL:T00424 comes from this gene; cDNA 
EST yk494al0.3 comes from this gene; cDNA EST yk333all.3 
comes from this gene; cDNA EST yk505hl0.3 comes from this 
gene; cDNA EST yk2 . . . >gi__387 7217_emb_CAB03111_ (Z81084) 
similar to mecanosensory gene mec-8; cDNA EST EMBL:T00424 
comes from this gene; cDNA EST yk4 94al0.3 comes from this 
gene; cDNA EST yk333all.3 comes from this gene; cDNA EST 
yk505hl0.3 comes from this gene; cDNA EST yk2 

20934 

79792_1.R1040 
LIB3139-030-P1-N1-G5 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



20935 

79793_1.R1040 

LIB3139-030-P1-N1-G7 

BLASTN 

g4097879 

116 

1.0e-58 

340 

84 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

20936 

79800_1.R1040 
LIB3139-030-P1-N1-H5 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



20937 

79808JL.R1040 
LIB3139-031-P1-N1-A4 

20938 

79823_1.R1040 
LIB3139-031-P1-N1-C12 



Seq. No. 
Contig ID 
5' -most EST 



20939 

7 9829JL.R1040 
LIB3139-031-P1-N1-D1 
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NCBI Description 


^.ftljUO 1 100 ; putauive protein L"-»- c *<o- 1 - t - lt - > P t> - 1 -"^ \~iicx±±cilicxj 


Seq. No. 




Contig id 


/yooy Z.K1U4U 


0 IUOST- HiO 1 


ul. ymr oiuirio oy i ^. u y u ^ux 


Method 


BLASTX 


NCBI GI 


g3367591 


BLAST score 


1 Q/l 

lo4 


E value 


/ . ue— 14 


Match length 


54 


% identity 


67 


NCBI Description 


\rlliU jlljj ) pUtaLlVc pruT^clIl [m aJJlUUpblb L.ilci_L J_cl.ua. j 


Seq. No. 




Lontig ID 


/yyoy o.kiu4u 


3 — ItlOSu rjoi 


nrw /uiuou / ^ y . ni 


Seq. No. 




oonrig id 


/iJoOl 1.K1U4U 


o —most ioi 


lil DO 1 jy U Jl rl — JN1 r 4 




Dlirlo 1 A 


NCBI GI 


g3135251 


BLAST score 


147 


E value 


2.0e-09 


Match length 


123 


% identity 


37 


NCBI Description 


(AC003058) putative receptor protein kinase [Arabidopsis 



thaliana] >gi_317 6719 (AC002392) putative protein kinase 
[Arabidopsis thaliana] 
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# 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



20946 

79852_1.R1040 
LIB3139-070-P1-N1-E10 

20947 

79865JL.R1040 

pcp700995780.hl 

BLASTX 

g3873823 

166 

1.0e-ll 

82 
43 

(Z73422) predicted using Genefinder [Caenorhabditis 
elegans] 

20948 

79865_2.R1040 
uaw700665457.hl 

20949 

79867JL.R1040 
g4285361 

20950 

79887_1.R1040 

pxt700944223.hl 

BLASTX 

g4539386 

284 

2.0e-25 

101 
34 

(AL035526) extensin-like protein [Arabidopsis thaliana] 
20951 

79889_1.R1040 

jC-gmle01810091e03al 

BLASTX 

g732311 

248 

8.0e-21 

122 

42 

HYPOTHETICAL 15.7 KD PROTEIN IN PBPD-COMA INTERGENIC REGION 

(ORF2) >gi_1075880_pir B55220 pbpD 3 '-region hypothetical 

protein - Bacillus subtilis >gi_520537 (U11882) unknown 
[Bacillus subtilis] >gi_1934 785_emb_CAB07 916_ (Z93933) 
unknown [Bacillus subtilis] >gi_263564 6__emb_CAB15139_ 
(Z99120) alternate gene name: yugD [Bacillus subtilis] 

20952 

79895_1.R1040 

pmv700889465.hl 

BLASTX 

g3738296 

476 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 r -most EST 



1.0e-47 

157 

61 

(AC005309) hypothetical protein [Arabidopsis thaliana] 
20953 

79896JL. R1040 
LIB3139-032-P1-N1-C12 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20954 

79903JL.R1040 
jex700908215.hl 

20955 

79907_1,R1040 

rca701001570.hl 

BLASTX 

g3790567 

179 

6.0e-13 

133 

35 

(AF078821) RING-H2 finger protein RHAlb [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5* -most EST 
Method 



20956 

79921_1.R1040 

vzy700753611.hl 

BLASTX 

g3695389 

158 

1.0e-10 

65 

34 

(AF096371) contains similarity to D-isomer specific 
2-hydroxyacid dehydrogenases (Pfam: 2-Hacid_DH. hmm, score 
19.11) [Arabidopsis thaliana] 

20957 

79938__1.R1040 

LIB3139-089-P1-N1-G3 

BLASTX 

g4455186 

304 

3.0e-27 

144 

56 

(AL035521) putative protein [Arabidopsis thaliana] 
20958 

79943JL. R1040 
jC-gmfl02220052h07al 

20959 

79943_2.R1040 

LIB3139-032-P1-N1-G9 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3£27830 
150 

1.0e-09 

93 
38 

(AC005727) hypothetical protein [Arabidopsis thaliana] 
20960 

79959JL.R1040 

crh700852977.hl 

BLASTX 

g3413716 

397 

2.0e-49 

235 

44 

(AC004747) unknown protein [Arabidopsis thaliana] ^ 
>gi_3643589 (AC005395) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 20961 

Contig ID 79968_1 .R1040 

5 1 -most EST jC-gmst02400077b04al 



Seq. No. 20962 

Contig ID 79970_1 . R1040 

5 T -most EST LIB3139-039-P1-N1-B2 

Method BLASTN 

NCBI GI g4558461 

BLAST score 408 

E value 0.0e+00 

Match length 620 

% identity 91 , . 

NCBI Description Medicago sativa subsp. X varia cell cycle switch protein 
(ccs 52) mRNA, complete cds 

Seq. No. 20963 

Contig ID 79973_1 . R1040 

5' -most EST kll701213853 . hi 

Method BLASTX 

NCBI GI g3249105 

BLAST score 779 

E value 4.0e-83 

Match length 187 

% identity 80 

NCBI Description (AC003114) Contains similarity to protein phosphatase IL 
(ABI1) gb X78886 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 20964 

Contig ID 79973_2 . R1040 

5' -most EST uC-gmropic031e05bl 

Method BLASTX 

NCBI GI g3249105 

BLAST score 262 

E value 7.0e-46 

Match length 140 

% identity 72 
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NCBI Description 



(AC003114) Contains similarity to protein phosphatase 2C 
(ABI1) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 


20965 


Contig ID 


79977 1.R1040 




zsa701123729 hi 


Method 


BLASTX 


NCBI GI 


g3548810 


BLAST score 


225 


E value 


4.0e-18 


Match length 


86 


% identity 


41 


NCBI Description 


(AC005313) putative chloroplast nucleoid DNA binding 




protein [Arabidopsis thaliana] 


Seq. No. 


20966 


Contig ID 


79982 1.R1040 


-J iUUo L. HjO 1 


HrYw7fl1 1 M M 1 hi 


Method 


BLASTX 


NCBI GI 


g3641252 


BLAST score 


275 


E value 


4.0e-24 


Match length 


102 


% identity 


55 


NCBI Description 


(AF053127) leucine-rich receptor-like protein kinase [Malus 




domestical 


Seq. No. 


20967 


VwOnuig iu 


t yyoo i.i\xU4U 


5 '-most EST 


LIB3139-033-P1-N1-D7 


Method 


BLASTX 


NCBI GI 


g4539335 


BLAST score 


399 


E value 


1.0e-38 


Match length 


138 


% identity 


48 


NCBI Description 


(AL035539) putative protein [Arabidopsis thaliana] 


Seq. No. 


20968 


Contig ID 


79990_1.R1040 


O mO S L EiO 1 


XjXJjO lJ3 Ujj fi Hi CilU 


Method 


BLASTX 


NCBI GI 


g3395938 


BLAST score 


495 


E value 


o . ue-ou 


Match length 


121 


% identity 


80 


NCBI Description 


(AF076924) polypyrimidine tract-binding protein homolog 




[Arabidopsis thaliana] 


Seq. No. 


20969 


Contig ID 


79995_1.R1040 


5" -most EST 


uC-gmropic08 9c0 7bl 


Seq. No. 


20970 


Contig ID 


80003 1.R1040 


5 '-most EST 


pmv700894224.hl 
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II 



Seq. No. 


20971 


Contig ID 


80005 1.R1040 


5 '-most EST 


LIB3139-033-P1-N1-G10 


Method 


BLASTX 




gioouoft o 


BLAST score 


199 


E value 


2.0e-15 


Match length 


58 


% identity 


72 


NCBI Description 


(U88045) syntaxin related protein AtVam3p [Arabidopsis 




thaliana] 


Seq. No. 


20972 


Contig ID 


80012 1.R1040 


5 1 -most EST 


jC-gmro02800043c06al 


rie LllOQ 


DLi£\D 1 A 


NCBI GI 


g4559331 


BLAST score 


612 


E value 


1.0e-63 


Match length 




% identity 


83 


NCBI Description 


(AC007 087) unknown protein [Arabidopsis thaliana] 


Seq. No. 


20973 


Contig ID 


80026 1.R1040 


5 T -most EST 


LIB3139-105-P1-N1-D4 


Seq. No. 


20974 


Contig ID 


80029 1.R1040 


5 '-most EST 


jC-gmro02910009e01al 


rieunoa 




NCBI GI 


g3927830 


BLAST score 


200 


E value 


5.0e-33 


Match length 


262 


% identity 


34 


NCBI Description 


(AC005727) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


20975 


Contig ID 


80040 1.R1040 


5' -most EST 


LIB3139-034-P1-N1-C1 


Method 


BLASTN 


NCBI GI 


g595956 


BLAST score 


34 


E value 


1.0e-09 


Match length 


46 


-s identity 




NCBI Description 


Brassica rapa acyl-ACP thioest erase Br FatAl (FatAl) mRNA 




complete cds >gi 1249747 gb 114838 114838 Sequence 6 from 




patent US 5455167 >gi 2471012 gb 147047 147047 Sequence 8 




from patent US 5639790 >gi 2482072 gb_I65502_I 65502 




Sequence 12 from patent US 5667997 




>gi_3410286_gb_I90346_I90346 Sequence 11 from patent US 


Seq. No. 


20976 


Contig ID 


80048JL.R1040 
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5 T -most EST 


bth700848427.hl 


Method 


BLASTX 


NCBI GI 


g4115341 


BLAST score 


148 


E value 


2.0e-09 


Match length 


101 


% identity 


32 


NCBI Description 


(CJ51100) chromaffin granule 


Seq. No. 


20977 


Contig ID 


80054 1.R1040 


5 1 -most EST 


LIB3139-120-P1-N1-H9 


Method 


BLASTX 


NCBI GI 


g3914359 


BLAST score 


1096 


E value 


1.0e-120 


Match length 


242 


% identity 


84 


NCBI Description 


PHOSPHOLIPASE D PRECURSOR ( 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



) {CHOLINE PHOSPHATASE) 
( PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_1928979 (U92656) phospholipase D [Vigna unguiculata] 

20978 

80067JL.R1040 

jC-gmro02800035c03al 

BLASTX 

g3941472 

470 

3.0e-47 

100 
83 

(AF062890) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



20979 

80068_1.R1040 

uC-gmrominsoy302f 08bl 

BLASTX 

g3258571 

358 

3.0e-34 

95 

78 

(U89959) Hypothetical protein [Arabidopsis thaliana] 
20980 

80076_1.R1040 
LIB3139-054-P1-N1-B1 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



20981 

80091_1.R1040 

LIB3139-034-P1-N1-H6 

BLASTX 

gl29248 

152 

7.0e-10 
113 



3376 



# 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33 

ORGAN SPECIFIC PROTEIN S2 >gi_72318_pir KNPMS2 protein S2 

- garden pea >gi_295831_emb_CAA35944_ (X51595) S2 protein 
[Pisum sativum] 

20982 

80092JL.R1040 

jC-gmro02910026b04al 

BLASTX 

g3876927 

307 

6.0e-28 

92 

24 

(Z68342) Similarity to Human Coatomer beta 1 subunit 
<SW:COPP_HUMAN) ; cDNA EST EMBL:T00205 comes from this gene; 
cDNA EST EMBL:D33984 comes from this gene; cDNA EST 
EMBL:D36965 comes from this gene; cDNA EST EMBL:D67413 
comes fr 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



20983 

80115_1.R1040 

uC-gmrominsoy298c01bl 

BLASTX 

g3249064 

371 

2.0e-35 

109 

71 

(AC004473) Strong similarity to trehalose-6-phosphate 
synthase homolog gb_2245136 from A. thaliana chromosome 4 
contig gb_Z97344. [Arabidopsis thaliana] 

20984 

80115_2.R1040 

dpv701099739.hl 

BLASTX 

g3249064 

154 

3.0e-10 

65 

54 

(AC004473) Strong similarity to trehalose-6-phosphate 
synthase homolog gb_2245136 from A. thaliana chromosome 4 
contig gb_Z97344. [Arabidopsis thaliana] 

20985 

80120_1.R1040 
LIB3139-035-P1-N1-C3 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



20986 

80125JL.R1040 
g5688015 

20987 

80125_2.R1040 
epx701107023.hl 
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II 



Method 


BLASTX 


NCBI GI 


g4512659 


BLAST score 


376 


E value 


J . Ue~D4t 


Match length 


141 


% identity 


80 


NCBI Description 


(AC006931) putative protein kinase [Arabidopsi 




>gi_4544465_gb_AAD22372.1_AC006580_4 (AC006580 




protein kinase [Arabidopsis thaliana] 


Seq. No. 


20988 


Contig ID 


80130 1.R1040 


5 '-most EST 


2hf700953380.hl 


Method 


BLASTX 




rr^^A 1 1 dl 

yoj^i / 4 / 


BLAST score 


579 


E value 


3.0e-59 


Match length 


175 


% identity 




NCBI Description 


(AF077130) receptor-like protein kinase [Oryza 


Seq. No. 


20989 


Contig ID 


OUlo4 1.R1U4U 


5 1 -most EST 


sat701006288.h2 


Seq. No. 


20990 


Contig ID 


80139 1.R1040 


5 T -most EST 


LIB3139-035-P1-N1-E3 


Seq. No. 


20991 


Contig ID 


80169 1.R1040 


5 T -most EST 


jC-gmro02800028h09al 


Method 


BLASTX 


NCBI GI 


g4263716 


BLAST score 




E value 


2.0e»23 


Match length 


135 


% identity 


48 


NCBI Description 


(AHJUo^lzJ) putative alanine acetyl transferase 




thaliana] 


Seq. No. 


20992 


Contig ID 


oulol 1.R104Q 


5 '-most EST 


LIB3139-036-P1-N1-B12 


Seq. No. 


20993 


Contig ID 


80186 1.R1040 


5 f -most EST 


LIB3139-048-P1-N1-C8 


Seq. No. 


20994 


Contig ID 


80200 1.R1040 


5 '-most EST 


LIB3139-036-P1-N1-E10 


Seq. No. 


20995 


Contig ID 


80205 1.R1040 


5 '-most EST 


LIB3139-036-P1-N1-E5 
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Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq- No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
' 5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



20996 

80209J.-R1040 
jC-gmle01810027cl2dl 

20997 

80222_1.R1040 
uC-gmropicll0gl2bl 

20998 

80223JL.R1040 

eep700868607.hl 

BLASTX 

g4490311 

183 

2.0e-13 

59 

59 

(AL035678) putative protein [Arabidopsis thaliana] 
20999 

80241_1.R1040 
epx701109166.hl 

21000 

80268J..R1040 
kll701214348.hl 

21001 

80269_2.R1040 

LIB3139-037-P1-N1-D11 

BLASTX 

gl706482 

210 

2.0e-16 

206 

27 

DNA LIGASE IV (POLYDEOXYRIBONUCLEOTIDE SYNTHASE (ATP) ) 
>gi 860937 emb CAA58467_ (X83441) DNA ligase IV [Homo 
sapiens] >gi_4504997_ref_NP_002303. ljpLIG4_ ligase IV, 
ATP-dependent 

21002 

80273_1.R1040 
LIB3139-037-P1-N1-D4 
BLASTX 
g4115379 
286 

1.0e-25 

92 
62 

(AC005967) 
thaliana] 



DNA, 



putative carbonyl reductase [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 
Method 



21003 

80276JL.R1040 

LIB3139-037-P1-N1-D8 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2499115 
321 

8.0e-30 

72 
82 

VACUOLAR ASSEMBLY PROTEIN VPS41 HOMOLOG >gi_1835788 
(U86662) VPS41 [Lycopersicon esculentum] 

21004 

80280JL.R1040 

eep700869664.hl 

BLASTX 

g3402686 

146 

6.0e-09 

127 

13 

(AC004697) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

21005 

80281JL.R1040 

uC-gmrominsoyl42bl0bl 

BLASTX 

g3850569 

532 

3.0e-54 

196 

56 

(AC005278) ESTs gb_T21276, gb_T45403, and gb_AA586113 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 


21006 


Contig ID 


80286 1.R1040 


5' -most EST 


LIB3139-037-P1-N1-E6 


Method 


BLASTX 


NCBI GI 


g4490297 


BLAST score 


384 


E value 


1.0e-36 


Match length 


271 


% identity 


34 


NCBI Description 


(AL035678) putative prot 


Seq. No. 


21007 


Contig ID 


80287 1.R1040 


5 '-most EST 


LIB3170-082-Q1-J1-H12 


Seq. No. 


21008 


Contig ID 


80299 1.R1040 


5 '-most EST 


jC-gmst02400045f05al 


Method 


BLASTX 


NCBI GI 


g2191135 


BLAST score 


569 


E value 


3.0e-58 


Match length 


244 


% identity 


43 


NCBI Description 


(AF007269) A IG002N01.14 



14 gene product [Arabidopsis 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 



thaliana] 
21009 

80307J..R1040 

g4291063 

BLASTX 

g4234955 

229 

7.0e-19 
146 

24 

(AF098971) NBS-LRR-like protein cD8 [Phaseolus vulgaris] 
21010 

80309JL.R1040 
uC-gmrominsoy310cl0bl 



Seq. No. 

Contig ID 
5' -most EST 



21011 

80309_2.R1040 
uC-gmronoir034d01bL 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21012 

80312JL.R1040 

fua701039992.hl 

BLASTX 

g3831441 

153 

2.0e-09 

43 

79 

(AC005819) hypothetical protein [Arabidopsis thaliana] 
21013 

80314JL. R1040 

kl!701207344.hl 

BLASTX 

g!13292 

209 

2.0e-16 

139 
38 

ACT IN >gi_83899j?ir S07639 actin - yeast (Candida 

albicans) >gi_295923_emb_CAA34413_ (X16377) actin [Candida 
albicans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21014 

80317_1.R1040 

LIB3139-038-P1-N1-A1 

BLASTX 

g2145356 

470 

3.0e-74 

212 
69 

(Y11122) HD-Zip protein [Arabidopsis thaliana] >gi_3132474 
(AC003096) homeobox protein, ATHB-14 [Arabidopsis thaliana] 



3381 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



21015 

80327J..R1040 

fde700876028.hl 

BLASTX 

g4056506 

235 

2.0e-19 

124 

40 

(AC0058 96) nodulin-like protein [Arabidopsis thaliana] 



21016 
80336_1 
LIB3139 
BLASTX 
g4580531 
262 

1.0e-22 

154 

43 

(AF036309) 



R1040 
038-P1-N1- 



C6 



scarecrow-like 14 [Arabidopsis thaliana] 



21017 

80347JL.R1040 

pmv700889539.hl 

BLASTX 

g3746060 

282 

5.0e-25 

51 
100 

(AC005311) unknown protein [Arabidopsis thaliana] 
21018 

80347_2.R1040 
uC-gmrominsoy302dl0bl 

21019 

80347_3.R1040 

pxt700944858.hl 

BLASTX 

g3746060 

291 

6.0e-26 

99 

58 

(AC005311) unknown protein [Arabidopsis thaliana] 
21020 

80360JL.R1040 
fde700873967.hl 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



21021 

80375JLR1040 
rlr700899693.hl 
BLASTX 
g3880563 



3382 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218 

8.0e-18 

111 
43 

(Z78018) predicted using Genefinder; similar to 
serine/threonine kinase; cDNA EST yk353dl0.5 comes 
this gene [Caenorhabditis elegans] 



from 



21022 

80383J..R1040 

zhf700954392.hl 

BLASTX 

g4415924 

500 

1.0e-50 

143 
63 

(AC006282) putative glucosyl transferase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21023 

80390_1.R1040 

seb700653756.hl 

BLASTX 

g4115913 

405 

2.0e-39 

146 

53 

(AF118222) contains similarity to Iron/Ascorbate family of 
oxidoreductases (Pfam: PF00671, Score=307.1, E=2.2e-88, 
N=l) [Arabidopsis thaliana] >gi_45394 09_emb_CAB40042 . 1_ 

(AL049524) putative flavanone 3-beta-hydroxylase 

[Arabidopsis thaliana] 

21024 

80390_2. R1040 
uC-gmflminsoy089al2bl 

21025 

80396JL.R1040 

seb700651303.hl 

BLASTX 

g464777 

517 

3.0e-52 

261 

39 

SOF1 PROTEIN >gi_4 86774jpir S35323 SOF1 protein - yeast 

(Saccharomyces cerevisiae) >gi_312015_emb_CAA4 9658_ 
(X70052) SOF1 [Saccharomyces cerevisiae] 
>gi_1360177_emb_CAA97455_ (Z73116) ORF YLLOllw 
[Saccharomyces cerevisiae] >gi_14 95213__emb_CAA62781_ 
(X91488) L1339/SOF1 protein [Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 



21026 

80403 1.R1040 



3383 



S T -mo<5t EST 


sat701006553.hl 


Mp +- hnH 


BLASTX 


NCBI GI 


g4206196 


BLAST score 


154 


F, 1 up 


6.0e-10 


Mritrh lenath 


72 


% identity 


49 


NCBI Description 


(AF071527) hypothetical protein [Arabidopsis thaliana 


Spa No 


21027 


Print - i rr TD 


80410 1.R1040 


S 1 — mncit- FST 

J J.UAJO L. LOl 


T.TFm 39-039-P1-N1-C8 


O C • IN \J • 


21028 




80415 1 R1040 


r » -most EST 


fC-gmle700686670al 


Method 


BLASTX 


NCBI GI 


g!495804 


BLAST score 


901 


F, va 1 up 

J_l V CL -1- 


2. Oe-97 


M^1~ph 1 prifith 
Licit- on j.ciiy Lii 


234 


% identity 


76 


NPRT Dp^rri nt* "i on 


(X96406) 13-lipoxygenase [Solanum tuberosum] 


Spa No 


21029 




80422 1 R1040 


S'-mn^l- FST 


nP— rnnTnrii r*1 1 SaO^bl 




BLASTX 


NCBI GI 


g4559331 


BLAST score 


357 


"F 1 1 hp 


7 , 0e-34 


Ma +- r'Vi 1 e^T\ rr+" Vi 


73 




84 




/Z\Pnn7nfi7'\ unknown nyn'rp'in T ATabi donsis thalianal 


O • LN \J > 


21030 


Pon +" t rr TD 


80429 ? R1040 


5' -most EST 


LIB3139-039-P1-N1-F12 


Mpt Viod 


BLASTX 


NCBI GI 


gl063400 


BLAST score 


388 


V T7"3 1 IIP 


2 Oe-37 




84 


% identity 


87 


NCBI Description 


(X92888) glycolate oxidase [Lycopersicon esculentum] 


Spa No 


21031 


Contig ID 


80457 1.R1040 


5' -most EST 


LIB3139-040-P1-N1-A7 


Qprf fan 


21032 


Pontia ID 


80463 1 R1040 


5' -most EST 


LIB3139-040-P1-N1-B2 


Seq. No. 


21033 


Contig ID 


80467 1.R1040 


5 '-most EST 


ncj700977282.hl 



3384 



© 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2462749 

795 

4.0e-85 

175 

87 

(AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 



21034 

80479_1.R1040 

wrg700789061.h2 

BLASTX 

g3482967 

700 

7.0e-74 

179 

72 

(AL031369) Protein phosphatase 2C-like protein 
thaliana] >gi_4559345_gb_AAD2300 6 . 1_AC006585_1 
protein phosphatase 2C [Arabidopsis thaliana] 



[Arabidopsis 
(AC006585) 



Seq. No. 


21035 


Contig ID 


80480 1.R1040 


5' -most EST 


pmv700890946.hl 


Method 


BLASTX 


NCBI GI 


g2275215 


BLAST score 


624 


E value 


6.0e-65 


Match length 


225 


% identity 


56 


NCBI Description 


(AC002337) hypothetical 


Seq. No. 


21036 


Contig ID 


80490 1.R1040 


5' -most EST 


LIB3139-040-P1-N1-E6 


Seq. No. 


21037 


Contig ID 


80501 1.R1040 


5' -most EST 


dpv701103439.hl 


Seq. No. 


21038 


Contig ID 


80501 2.R1040 


5' -most EST 


seb700652190.hl 


Seq. No. 


21039 


Contig ID 


80502 1.R1040 


5' -most EST 


LIB3139-040-P1-N1-G11 


Method 


BLASTX 


NCBI GI 


g4580461 


BLAST score 


335 


E value 


5.0e-31 


Match length 


80 


% identity 


80 


NCBI Description 


(AC006081) unknown prot 


Seq. No. 


21040 



3385 



Contig ID 


oU0U4 1.K1U4U 


tr t _ _ i_ TOT" 

o -most EST 


LJ.ojljy U4U rl JN1 b*t 


Seq. No. 


Oi n /l 1 
Z1U4 1 


Contig ID 


oUdUo 1.K1U4U 


o — most Hjoi 


Sat. / j^j . Hi 




Dlirlij l A. 


NCBI GI 


g2894599 


BLAST score 


179 


E value 


ft . L/C J.O 


Match length 


O D 


% identity 


A 1 
4 X 


NCBI Description 


(ALOzlooy) putative 


Seq. No. 




Contig ID 


oUoU / I . K1U4 U 


o mo si, Hjoj. 


Xpa / UU /^OZDO.ilJL 


Method 


tSJ_Lrt.o 1 vi 




go4 d^oxj 


DT ACT 1 C3r , r\T~0 


1 ?Q 


E value 


3.0e-66 


Match length 


269 


% identity 


87 


NCBI Description 


Pisum sativum knotte 




mRNA, partial cds 



I class homeodomain protein (Kn284) 



Seq. No. 


21043 


Contig ID 


80509 1.R1040 


5' -most EST 


LIB3139-040-P1-N1H 


Method 


BLASTX 


NCBI GI 


g2232354 


BLAST score 


242 


E value 


1.0e-20 


Match length 


115 


% identity 


48 


NCBI Description 


(AF006081) UDPG gl 


Seq. No. 


21044 


Contig ID 


80510 1.R1040 


5' -most EST 


rlr700900930.hl 


Method 


BLASTX 


NCBI GI 


g3036805 


BLAST score 


182 


E value 


3.0e-13 


Match length 


52 


% identity 


75 


NCBI Description 


(AL022373) thaumat 


Seq. No. 


21045 


Contig ID 


80513 1.R1040 


5 '-most EST 


LIB3139-040-P1-N1- 


Method 


BLASTX 


NCBI GI 


gl30759 


BLAST score 


371 


E value 


2.0e-35 


Match length 


138 


% identity 


51 



3386 



NCBI Description 



PROLYL ENDOPEPTIDASE (POST-PROLINE CLEAVING ENZYME) (PE) 

>gi_108383_pir A37942 prolyl oligopeptidase (EC 3.4.21.26) 

- pig >gi_164621 (M64227) prolyl endopeptidase [Sus scrofa] 



Seq. No. 
Contig ID 
5' -most EST 



21046 

80519_1.R1040 
uaw700666764.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21047 

80520_1.R1040 

LIB3139-041-P1-N1-A1 

BLASTX 

gll7188 

332 

1.0e-30 

224 

35 

CYTOCHROME P450 71A1 (CYPLXXIAl) (ARP-2) 
>gi_81423_pir A35867 cytochrome P450 71A1 



- avocado 



Seq. No. 
Contig ID 
5' -most EST 
Method 



21048 

80522JL.R1040 

LIB3139-041-P1-N1-A12 

BLASTX 



NCBI GI 


g3548810 


BLAST score 


1251 


E value 


1.0e-138 


Match length 


426 


% identity 


58 


NCBI Description 


(AC005313) putative 




protein [Arabidopsis 


Seq. No. 


21049 


Contig ID 


80522 2.R1040 


5 '-most EST 


pxt700943758.hl 


Seq. No. 


21050 


Contig ID 


80523 1.R1040 


5 '-most EST 


LIB3139-041-P1-N1-A2 


Method 


BLASTX 


NCBI GI 


g4539001 


BLAST score 


519 


E value 


3.0e-67 


Match length 


234 


% identity 


63 


NCBI Description 


(AL049481) putative 


Seq. No. 


21051 


Contig ID 


80526 1.R1040 


5' -most EST 


LIB3139-041-P1-N1-A5 


Method 


BLASTX 


NCBI GI 


g4539326 


BLAST score 


394 


E value 


2.0e-38 


Match length 


102 


% identity 


70 


NCBI Description 


(AL035679) putative 



3387 



thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21052 

80526_2.R1040 

leu701145669.hl 

BLASTX 

g4539326 

154 

4.0e-10 

52 

40 

(AL03567 9) putative zinc finger protein [Arabidopsis 
thaliana] 

21053 

80552_1.R1040 

LIB3139-044-P1-N1-F11 

BLASTX 

g2576361 

305 

6.0e-28 

75 

67 

(U39782) lysine and histidine specific transporter 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21054 

80564JL.R1040 

zhf700964785.hl 

BLASTX 

g4204296 

694 

1.0e-75 

249 

63 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



21055 

80564_2.R1040 

LIB3139-041-P1-N1-E9 

BLASTX 

g541824 

437 

2.0e-43 

130 

65 

protein kinase - spinach >gi_4577 09_emb_CAA82991_ (Z30330) 
protein kinase [Spinacia oleracea] 

21056 

80567_1.R1040 

LIB3139-041-P1-N1-F2 

BLASTX 

g3582333 

167 

1.0e-ll 



3388 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 
36 

(AC005496) 



hypothetical protein [Arabidopsis thaliana] 



21057 

80576_1.R1040 

jC-gmst02400056alOdl 

BLASTX 

g2129932 

611 

2.0e-63 

217 

60 

myb-related transcription factor TMH1 - tomato 
>gi_1167486_emb_CAA64615_ (X95297) transcription factor 
[Lycopersicon esculentum] 

21058 

80585_1.R1040 
jC-gmst02400040clOdl 

21059 

80586_1.R1040 
jC-gmst02400045ellal 

21060 

80598JL.R1040 
ncj700985793.hl 

21061 

80600_1.R1040 

LIB3139-065-P1-N1-D7 

BLASTX 

g2982434 

562 

9.0e-58 

177 

62 

(AL022224) putative protein [Arabidopsis thaliana] 



21062 

80607_1.R1040 

LIB3139-042-P1-N1-C10 

BLASTX 

g3647183 

195 

7.0e-15 

117 

37 

(AL031178) 
isoform 2) 



dJ341E18.2.2 (novel PUTATIVE protein) 
[Homo sapiens] 



(PUTATIVE 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



21063 

80617_1.R1040 
gsv701051693.hl 
BLASTX 
g4220533 



3389 



CI 



BLAST score 


269 


E value 


4.0e-24 


Matrh 1 pnrrth 
iicil-^ij. icn^ til 


77 


% idpnt i 1" v 

v v^A 1 1 L> J- L~ y 


75 




^fixjuoo jo o ; puuaiive mi Locnonui iai uncoupling protein 




r A rah i Hrm q i q fhal i anal 
L-fix, au-HUL/^-'o x o Uiicix Xctiicl J 




9 1 064 


v^vjliuxy XJJ 


fi fi £9 "3 1 Di nyin 
OUOZj l.KlU'iU 


5 ' _ mo of EST 


T.TR^I ^9-049-Pl -Ml -HP 

JjXDJX Jj" UlL IT X IN X L/O 




OXj2-iO X A. 


NCBI GI 


g2642165 


BLAST score 


236 


E V3 1 HP 


7 . Oe-20 


Match Ipnath 


105 


0 XUC11L1 L y 


44 


NPRT D(=»<5r , "r i Tit" "i oin 


nyporneticai protein L^-^SDiaopsis tnaiiana 




91 n^R 

ilU DO 


^UIlLXy XJJ 


OUOJZ 1.K1U4U 


vJ ULU O L HtO X 


T TR^I ^Q— 0 4 9 — Pi — Nil -TT £ 


Method 




NCBI GI 


gl001955 


BLAST score 


127 


jr vs 1 hp 

ill V CI _L Lid 




Lia.L.011 icn^j 111 


7 n 


O XUCllLXL^ 




iNV^-DX UcotlxpLlOIl 


(U19099) unknown protein [Lycopersicon chilense ] 


OdCJ. iNO. 


Zluoo 


Pnnf ■? /t T n 

^onxig ±u 


oUdjd 1.K1U4U 




hwH*7 0079 R Q9P HI 


Mpf K nH 


±j±jt\0 X A. 


NCBI GI 




BLAST score 


351 


E value 


7.0e-33 


M^l" pVi 1 oncri-h 
iia Lull icii^Lii 


1 fti 

X 0 X 


% i rjpnt" i t v 
o xuculx t y 


4^ 


INk^DX ucoLXX^LxvJIl 


rUiHlXvUj KHjUHjItIUK irKUlHilN JxiJNAbh LKlNi\Ll4 PKiIjOUHoOR 




>gi__i 0 y / / z 0 ^Ub/4z^) CK1NKLY4 precursor [Zea mays] 




ZlUO / 


Pnnf A re T Pi 
V^UILX-Xg XL/ 


oUo41 1.K1U4U 


*J lUUo L uOl 


f na 7 nTn^ q^^4 hi 
xud / uiujyjjfi . nx 


L 1C L. IXUU. 


XjXjtIO X A. 


NCBI GI 


g2911055 


BLAST score 


418 


E value 


7.0e-41 


Match length 


153 


% identity 


55 


NCBI Description 


(AL021961) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



21068 

80669JL.R1040 

uC-gmrominsoyl57c01bl 

BLASTX 

g3643085 



3390 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1284 

1.0e-142 

351 

70 

(AF075580) protein phosphatase-2C; PP2C [Mesembryanthemum 
crystallinum] 

21069 

80669J. R1040 
LIB3170-077-Q1-K1-D3 

21070 

80671_1.R1040 
LIB3139-043-P1-N1-B12 

21071 

80674_1.R1040 

LIB3139-043-P1-N1-B4 

BLAST N 

g3941447 

35 

5.0e-10 

59 
90 

Arabidopsis thaliana putative transcription factor (MYB36) 
mRNA, complete cds 



Seq. No. 


21072 


Contig ID 


80676 1.R1040 


5 '-most EST 


asn701132886.hl 


Seq. No. 


21073 


Contig ID 


80685 1.R1040 


5 '-most EST 


LIB3139-043-P1-N1-C5 


Method 


BLASTX 


NCBI GI 


g4539335 


BLAST score 


273 


E value 


6.0e-24 


Match length 


147 


% identity 


38 


NCBI Description 


(AL035539) putative protein 


Seq. No. 


21074 


Contig ID 


80686 1.R1040 


5 '-most EST 


sat701006228.h2 


Seq. No. 


21075 


Contig ID 


80689 1.R1040 


5 '-most EST 


dpv701098482.hl 


Method 


BLASTX 


NCBI GI 


g3882183 


BLAST score 


534 


E value 


2.0e-54 


Match length 


165 


% identity 


61 


NCBI Description 


(AB018274) KIAA0731 protein 



3391 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 



21076 

80706_1.R1040 
LIB3139-043-P1-N1-F10 

21077 

80726_1.R1040 

zhf700960432.hl 

BLASTX 

g3757522 

770 

7.0e-82 

268 

63 

(AC005167) putative splicing factor [Arabidopsis thaliana] 
21078 

80727JL.R1040 
pmv700893752.hl 

21079 

80755_2.R1040 
seb700651885.hl 

21080 

80765_1.R1040 

pcp700992731.hl 

BLASTX 

gll70409 

231 

5.0e-19 

106 

56 

HOMEOBOX-LEUCINE ZIPPER PROTEIN HAT22 (HD-ZIP PROTEIN 22) 
>gi_549887 (U09336) homeobox protein [Arabidopsis thaliana] 
>gi_54 9888 (U09337) homeobox protein [Arabidopsis thaliana] 
>gi_4490724_emb_CAB38927.1_ (AL035709) homeobox protein 
HAT22 [Arabidopsis thaliana] 

21081 

80769JL.R1040 

LIB3139-044-P1-N1-D8 

BLASTX 

g3482933 

788 

4.0e-84 

206 

70 

(AC003970) Similar to cdc2 protein kinases [Arabidopsis 
thaliana] 

21082 

80780_1.R1040 
txt700734549.hl 

21083 

80781_1.R1040 
LIB3139-044-P1-N1-E8 



3392 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

g3021280 

230 

8.0e-19 

191 

25 

(AL022347) 



serine /threonine kinase - like protein 



[Arabidopsis thaliana] 
21084 

80794JL.R1040 
g5058112 

21085 

80794_2.R1040 

jC-gmro02910052cl2al 

BLASTX 

g2347199 

595 

7.0e-62 

135 
83 

(AC002338) protein kinase isolog [Arabidopsis thaliana] 
21086 

80809_1.R1040 
bth700843525.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21087 

80812JL.R1040 

LIB3139-045-P1-N1-A2 

BLASTX 

gl79462 

249 

6.0e-21 

187 
41 

(M13519) N-acetyl-beta-glucosaminidase prepro-polypeptide 
[Homo sapiens] 

21088 

80814_1.R1040 

LIB3139-045-P1-N1-A4 

BLASTX 

g3549681 

950 

1.0e-103 

292 

59 

(AL031394) male sterility 2-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



21089 

80835_1.R1040 
jC-gmfl02220077d!2al 



Seq. No. 



21090 



3393 



Contig ID 


80836 1.R1040 


5 1 -most EST 


LIBJl Jy-U4o-Pl-Nl-Co 


Method 


DT 7\ PfPV 

bJLAo 1 A 


NCBI GI 


g4539386 


BLAST score 


234 


E value 


l . Oe-ly 


Match length 


62 


% identity 


65 


NCBI Description 


(AL035526) extensin-like protein [Arabidop 


Seq. No. 


21091 


Contig ID 


80840_1.R1040 


5 f -most EST 


rca700998162.hl 


Seq. No. 


21092 


Contig ID 


80843_1.R1040 


o -most EST 


jex/OUyU/oiy.nl 


Method 


DT t\ C""PV 


NCBI GI 


gjo y4 iy 5 


BLAST score 


206 


E value 


2.0e-16 


Match length 


114 


% identity 


39 


NCBI Description 


(AC005662) putative strictosidine synthase 




thaliana] 


Seq. No. 


21093 


Contig ID 


80846_1.R1040 


5 T -most EST 


bnu700967565 .hi 


Metnoa 


BLASTX 


NCBI GI 


gl272349 


BLAST score 


452 


E value 


6. Oe-45 


Match length 


168 


% identity 


55 


NCBI Description 


(U51740) secreted glycoprotein 3 [Ipomoea 


Seq. No. 


21094 


Contig ID 


80870 1.R1040 


5 '-most EST 


uC-gmf Imxnsoy061h05bl 


Method 


nT no rpv 


NCBI GI 


g2244834 


BLAST score 


601 


E value 


1 . 0e-66 


Match length 


231 


% identity 


49 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis 


Seq. No. 


21095 


Contig ID 


80885_1.R1040 


5 ' -most EST 


LIB3139-04 6-P1-N1-A10 


Metnoa 


BLASTX 


NCBI GI 


g3880563 


BLAST score 


199 


E value 


3.0e-15 


Match length 


189 


% identity 


31 



[Arabidopsis 



3394 



# 



NCBI Description (Z78018) predicted using Genefinder; similar to 

serine/threonine kinase; cDNA EST yk353dl0.5 comes from 
this gene [Caenorhabditis elegans] 





Z. J. U _7 o 


Contig ID 


80888JL.R1040 


5 T -most EST 


uC-gmrominsoy298gllbl 




OJ_tfiC> 1 A 


KFr'RT O.T 
IN K^O X ul 


gZZ4 4 / 3 4 


DlinOl oUUIc 




Value 


z . ue— z u 


\S[ -™i •H /~» Vi 1 An iT+- Vi 

lyiaucn lengrn 


o o 


% identity 




NUni Description 


(Zy/JJo) neat shock transcription factor homolog 




[/iraoiaopsis rnaiianaj 


Seq. No. 


21097 


Contig ID 


80889_1.R1040 


3 -most hbi 


epx /01 104 7 32 . hi 


Method 


BLAb 1 A 


NCBI GI 


g4558673 


BLAST score 


190 


E value 


z . Ue-14 


Match length 


O A 


% identity 


50 


NCBI Description 


(AC007063) hypothetical protein [Arabidopsis thaliana] 


oeq. no . 


ziuyo 


Contig ID 


80895 1.R1040 


5' -most EST 


wvk700684491.hl 


beq. no. 


ziuy y 


Contig ID 


80905_1.R1040 


5' -most EST 


uC-gmflminsoy098cl0bl 


oeq. no. 


ZllUU 


Contig ID 


80905 2.R1040 


5 '-most EST 


LIB3167-077-P1-K2-G9 


beq. no. 


21101 


Contig ID 


80905 3.R1040 


5' -most EST 


jex700907589.hl 


beq. no. 


zllUz 


uontig ID 


80905 4.R1040 


d -most EST 


pmv700892605 .hi 


beq. No. 


21103 


Contig ID 


80918 1.R1040 


5' -most EST 


LIB3139-04 6-P1-N1-D4 


Seq. No. 


21104 


Contig ID 


80928 1.R1040 


5' -most EST 


fua701039007.hl 


Method 


BLASTX 


NCBI GI 


g2462834 


BLAST score 


153 



3395 



9 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-10 

78 

40 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
21105 

80939_1.R1040 
jC-gmfl02220071h01al 

21106 

80961_1.R1040 

ncj700983457.hl 

BLASTX 

g627580 

186 

1.0e-24 

110 

52 

prolyl oligopeptidase (EC 3.4.21.26) - human 
>gi_904214_dbj_BAA04661_ (D21102) prolyl endopeptidase 
[Homo sapiens] 

21107 

80980JL.R1040 

LIB3139-047-P1-N1-C7 

BLASTX 

g3023956 

207 

3.0e-16 

108 

4 

VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 >gi__607003 
(L28125) beta transducin-like protein [Podospora anserina] 

21108 

80988JL.R1040 

fua701040632.hl 

BLASTN 

g2760170 

41 

1.0e-13 

77 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MI024, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21109 

81003_1.R1040 

LIB3139-047-P1-N1-F6 

BLASTN 

g4519193 

35 

5.0e-10 

130 

87 

Arabidopsis thaliana genomic DNA, 
MDC11, complete sequence 



chromosome 3, PI clone: 



3396 




Seq. No. 


oi 1 1 n 
Zi 11U 


Contig ID 


OlUU / l.X\.±U*±U 


i- t — t- i rim 

5 -most EST 


trc /UUjojD /D.ni 


Method 


BLASTX 


NCBI GI 


g4335742 


BLAST score 


on 1 ? 
ZUj 


E value 


O . Uc 1 D 


Match length 


98 


% identity 


53 


NCBI Description 


/ Tvrri n /i q ^ rinfafiTTo 2\R7ff1 rz\rahi Hnn«?i c; thalianal 

1 Jri\^ UU OZt O ) pULdllvc ril\ / O J- [ aJJiuu[J oid Liia-Lxana j 


Seq. No. 


21111 


Contig ID 


81009_1.R1040 


5 -most EST 


uc— gmropicuioau ddi 


Seq. No. 




Contig ID 


oiUlU 1.K1U4U 


C f w^^A- TOT 

d -mos t Eol 


J U giUS LUZ ft UUU JUIlUidl 


Seq. No. 


zlll J 


Contig ID 


olUXZ 1.K1U4U 


5' -most EST 


jC-gmf 102220053g08al 


Method 


BLASTX 


NCBI GI 


g3047085 


BLAST score 


231 


E value 


5 . Oe-19 


Match length 


94 


% identity 


52 


NCBI Description 


(AFUooyi4j No ae rmirion line rounu [fixa.c-Lu.upt>j-i> 


Seq. No. 


21114 


Contig ID 


81019JL. R1040 


5' -most EST 


LIB3139-04 /-Pl-Nl-no 


Seq. No. 


21115 


Contig ID 


81032 1.R1040 


5 1 -most EST 


eep /uuooooob. ni 


Seq. No. 


21116 


Contig ID 




5 '-most EST 


LIB3139-048-P1-N1-DD 


Method 


BLASTX 


NCBI GI 


g4335773 


BLAST score 


247 


E value 


6. Oe-21 


Match length 


93 


% identity 


61 


NCBI Description 


(ACL)Ud^o4) unKnown protein [/iraDiaopsis i_naiidiicij 


Seq. No. 


21117 


Contig ID 


81054 1.R1040 


5' -most EST 


epx701104156.hl 


Method 


BLASTN 


NCBI GI 


g3046856 


BLAST score 


36 


E value 


2.0e-10 



3397 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



280 
83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXI22, complete sequence [Arabidopsis thaliana] 

21118 

81054_2.R1040 
kll701208021.hl 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21119 

81055_1.R1040 
jC-gmfl02220101d01dl 

21120 

81067_1.R1040 
LIB3139-048-P1-N1-F4 

21121 

81069_1.R1040 

LIB3139-048-P1-N1-F7 

BLASTX 

g2826786 

185 

1.0e-13 

87 

47 

(Y10905) RAPB protein [Oryza sativa] 
21122 

81069_3.R1040 
uC-gmrominsoy223cl0bl 

21123 

81072_1.R1040 

LIB3139-048-P1-N1-G1 

BLASTX 

g!752734 

576 

3.0e-59 

178 

60 

(D78510) beta-glucan-elicitor receptor [Glycine max] 
21124 

81083JL.R1040 
LIB3139-048-P1-N1-H10 

21125 

81086JL.R1040 

LIB3139-048-P1-N1-H5 

BLASTX 

g3738298 

409 

1.0e-39 

195 

46 

(AC005309) unknown protein [Arabidopsis thaliana] 



3398 



>gi 4249394 (AC006072) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 



21126 

81094_1.R1040 

uC-gmropic04 9d02bl 

BLASTX 

g4455202 

230 

5.0e-19 

75 

59 

(AL035440) putative APG protein [Arabidopsis thaliana] 
21127 

81098JL.R1040 
uC-gmropic059bllbl 

21128 

81101_1.R1040 
LIB3139-04 9-P1-N1-B3 

21129 

81103JL.R1040 
LIB3139-04 9-P1-N1-B5 

21130 

81107JL.R1040 

LIB3139-049-P1-N1-B9 

BLASTX 

g2827141 

334 

4.0e-31 

139 

47 

(AF027173) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

21131 

81109JL.R1040 
zhf700965274.hl 

21132 

81123_1.R1040 

ssr700560929.hl 

BLASTX 

g2980772 

157 

4-0e-10 

154 
31 

(AL022198) putative protein [Arabidopsis thaliana] 
21133 

81127_1.R1040 

jC-gmst02400007c05al 

BLASTX 



3399 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2129473 
223 

2.0e-30 

169 

45 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 



Seq. No. 
Contig ID 
5 f -most EST 



21134 

81127_2.R1040 
jC-gmst02400011d04dl 



Seq. No. 
Contig ID 
5' -most EST 



21135 

81127_3.R1040 
sat701006505.hl 



Seq. No. 
Contig ID 
5 '-most EST 



21136 

81127_4.R1040 
pxt70U944173.nl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21137 

81128_1.R1040 

sat701010927.hl 

BLASTX 

g3695023 

314 

9.0e-29 

120 

54 

(AF055850) unknown [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



21138 

81129JL.R1040 
LIB3139-049-P1-N1-E3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



21139 

81139_1.R1040 

vzy700751455.hl 

BLASTX 

g4186184 

287 

1.0e-25 

135 

44 

(AF111168) unknown [Homo sapiens] 
21140 

81140_1.R1040 
fC-gmfl700902387al 

21141 

81153_1.R1040 

jsh701064821.hl 

BLASTX 

g3386595 

169 

6.0e-12 



3400 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



86 
44 



(AC004 665) hypothetical protein [Arabidopsis thaliana] 
>gi_3702345 (AC005397) hypothetical protein [Arabidopsis 
thaliana] 



21142 
81159JL 
LIB3139 
BLASTX 
g3540188 
694 

7.0e-73 

235 

56 

(AC004122 



R1040 

102-P1-N1-H1 



Hypothetical protein [Arabidopsis thaliana] 



21143 

81159_3.R1040 

zzp700833157.hl 

BLASTX 

g3540188 

307 

7.0e-31 

115 
66 

(AC004122) Hypothetical protein [Arabidopsis thaliana] 
21144 

81164JL.R1040 

uC-gitir op i cO 4 3 c 0 3b 1 

BLASTX 

g2245082 

1071 

1.0e-117 

282 
73 

(Z97343) SCARECROW homolog [Arabidopsis thaliana] 
21145 

81166J..R1040 
LIB3139-050-P1-N1-B2 

21146 

81219JL.R1040 

LIB3139-050-P1-N1-G6 

BLASTX 

g4417287 

334 

4.0e-31 

110 

56 

(AC007019) unknown protein [Arabidopsis thaliana] 
21147 

81224JL.R1040 
zhf700955438.hl 



3401 



Seq. No. 


21148 


Contig ID 


81226 1 R1040 


5 T -most EST 


jC-gmro02910002a09dl 


Seq. No. 


21149 


Contig ID 


81231 1 R1040 


5' -most EST 


g5666705 


Method 


BLASTX 


NCBI GI 


g2398525 


BLAST score 


226 


E value 


2. Oe-18 


Match length 


105 


% identity 


52 


NCBI Description 




Seq. No. 


21150 


Contig ID 


U .L £. *± *i 1 • JMU1 U 


5 T -most EST 


LIB3 139-05 1-P1-N1-C 5 


Seq. No. 


J. J. <J X 


Contig ID 


81251 1 R1040 


5* -most EST 


LIB3139-051-P1-N1-D7 


Method 


BLASTN 


NCBI GI 


gl022364 


BLAST score 


143 


E value 


3 . 0e-74 


Match lenath 


^7^ 


O XUC11L.1 


Q(1 
:?U 


NCBI Description 


v . xawa iiLCMNrt. iui ouuiose pnospnate syntnase 


Sea No 


91 1 R9 

£. J-± 


Contig ID 


fti 9Si 9 pi nan 


5' -most EST 


a5606920 


Method 


BLASTN 


NCBI GI 


gl022364 


BLAST score 


131 


E value 


2 . 0e-67 


Match 1 enrrth 

J- XK*X U» \-*X X -1— ^ 11U X X 


9fif) 


% identitv 


-7 u 


NCBI Description 


v » j.aua iur\LNrt. iui ouuiuoc piiospnaLe synunase 


Sea. No 


91 1 


Contig ID 


81252 1 R1040 


5 1 -most EST 


LIB3139-051-P1-N1-D8 


Method 


BLASTX 


NCBI GI 


g3142298 


BLAST score 


608 


E vali]^ 




Match length 


164 


% identity 


69 


NCBI Description 


(AC002411) Strong similarity to protein SBT1 gb X9892 




Lycopersicum esculentum. [Arabidopsis thaliana] 


Seq. No. 


21154 


Contig ID 


81256 1.R1040 


5 '-most EST 


LIB3139-051-P1-N1-E2 



3402 



(I 



Seq. No. 21155 

Contig ID 81264_1 . R1040 

5' -most EST wvk700681715.hl 



Seq. No. 


21156 


Contig ID 


81283_1.R1040 


*J 1XWJ o L. Liu 1 


fC— rrmQ-l- 100 ££A A ^Q-FO 
-L^- yilLo L / UU D04 H D 


Method 




NCBI GI 


y jifi / uo 


Diino x o O ^ J_ \i; 


*± O O 


R \7" 1 no 


£. • ue 4 o 




I/O 


o lucIlLlLy 


c >1 
O 4 




(AC003040) putative serine/threonine protein kinase 




\_t\L. <xu± u. up olb tnallaliaj 


Seq. No. 


21157 


fnnf i rr T H 
^cjiiuxy ±u 


Q10D*7 T d1 A/I A 

olio / 1 . KIU4U 




zsg/ui±z4ooo.ni 


Method 


BLASTX 


NCBI GI 


g4455330 


Lj JjjTiO J. ouUIc 


JlO 


E value 


x . ue-^o 


Match length 


95 


% identity 


65 




{auvjddzo) contains EST gb:T44002 [Arabidopsis thaliana] 


Seq. No. 


21158 


Contig ID 


81288_1.R1040 


R ' -Tnn<?+" TTQT 
O UlUo L JLO ± 


jsn/uxuo4o4o.nx 


Seq. No. 


21159 


Contig ID 


81288_2.R1040 


R * -TtinQ 1 !" TTQT 1 
•J 1UUO L LiOl 


znr /uuyouJ4o ,ni 


Seq. No. 


21160 


Contig ID 


81291_1.R1040 


S ' — mod - TTQT 1 


2 ^ gmrlU^zzU14 JnOoal 




91 1 £1 
ZXXOX 


pAnf T T Pi 

^•QIlLig J_iJ 


oXzyX Z.RXCJ4U 




XiXoJX J y— UOZ-rX— NX _ Ao 


oeq. 1NO . 




^UlIL.J.y J.LJ 


oi^yo X . KXU 4 U 


S 1 — Tnn ^t* F^T 


XiXJd Jljy UOZ r X— MX— A / 


Seq. No. 


21163 


Contig ID 


81309 1.R1040 


5 1 -most EST 


fC-gmro700747038a2 


Method 


BLASTX 


NCBI GI 


gl781330 


BLAST score 


408 


E value 


1.0e-39 


Match length 


123 


% identity 


62 



3403 



NCBI Description (Y104 66) peroxidase [Spinacia oleracea] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21164 

81319__1.R1040 

gsv701052812.hl 

BLASTX 

g3522937 

295 

1.0e-26 

125 

50 

(AC004411) unknown protein [Arabidopsis thaliana] 
21165 

81327_1.R1040 
zzp700835089.hl 

21166 

81333_1.R1040 

LIB3139-052-P1-N1-E9 

BLASTX 

g3426039 

571 

6.0e-59 

149 

69 

(AC005168) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



21167 

81349JL.R1040 
uC-gmrominsoy029f03bl 

21168 

81349_2.R1040 
LIB3139-052-P1-N1-G9 

21169 

81351_1.R1040 
LIB3139-052-P1-N1-H11 

21170 

81362_1.R1040 

jC-gmro02800029ellal 

BLASTX 

g3236238 

508 

5.0e-51 

253 
48 

(AC004 684) putative ARE1 GTPase activating protein 
[Arabidopsis thaliana] >gi_4519792 dbj BAA75744.1 
(AB017876) Aspl [Arabidopsis thaliana]" 

21171 

81364_1.R1040 

uC-gmropicl06e06bl 

BLASTX 



3404 



CI 



NCBI GI 


g4454567 




BLAST score 


1027 




E value 


1 . Oe-112 




Match length 


4 65 




% identity 


50 




NCBI Description 


(AF128407} 1 i naciP hnmnl nrr 
j-ttOiKj f j XXL^ciofc; IlUItlOlOg 


[Arabidopsis thaliana] 


Seq. No. 


9117? 




Contig ID 


81364 9 R104f) 




5 1 -most EST 


a5509333 




Method 


BLASTX 




NCBI GI 


g4454567 




BLAST score 


240 




E value 


7 . 0e-20 




Match length 


140 




% identity 


52 




NCBI Description 


(AF128407) lipase homolog 


[Arabidopsis thaliana] 


Seq. No. 


21173 




Contig ID 


81364 3 Rinan 




5 T -most EST 


bth70?)844 R fl 1 hi 




Seq. No. 


91174 




Contig ID 


81 364 4 R1 H4Pl 




5 1 -most EST 


nri 7fi77Q8 1 381 hi 




Method 


BLASTX 




NCBI GI 


g4454567 




BLAST score 


143 




E value 


x • uts u o 




Match lenath 


118 

X X o 




% identity 


31 




NCBI Description 


^rx^oftu/; lipase nomoiog 


[Arabidopsis thaliana] 


Sea No 


0 1 1 7 R 
til / J 




Conticr TD 


8 1 3Q9 1 Pi HA n 




5 1 —most EST 






Method 


BLASTX 




NCBI GI 


g2459431 




BLAST score 


326 




E value 






Match length 


107 




% identity 


64 




NCBI DescriDf inn 


iHuuuijj^j unKnown protein 


[Arabidopsis thaliana] 


Sea No 


91 1 7£ 

til / D 




Contia TD 


8 1 1 T5i d/\ n 




5 T -most EST 


T.TR31 "^Q-flR^-PI -Ml -TT1 




Method 


BLASTX 




NCBI GI 


g3935141 




BLAST score 


164 




E value 


2.0e-13 




Match length 


76 




% identity 


53 




NCBI Description 


(AC005106) T25N20.5 [Arabidopsis thaliana] 


Seq. No. 


21177 




Contig ID 


81398 1.R1040 





3405 



ft 



5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 ' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



zhf700964223.hl 
21178 

81406_1.R1040 

zhf700954880.hl 

BLASTN 

g2695860 

148 

1.0e-77 

288 

88 

Pi sum sativum mRNA for 

3-deoxy-D-manno-2-octulosonate-8-phosphate synthase, clone 
pPS40 

21179 

81406_3.R1040 

gsv701049015.hl 

BLASTN 

g2695862 

59 

1.0e-24 

87 
92 

Pisum sativum mRNA for 

3-deoxy-D-manno-2-octulosonate-8-phosphate synthase, clone 
pPSIA 

21180 

81412_1.R1040 

LIB3139-059-P1-N1-A2 

BLASTX 

g4185131 

383 

7.0e-37 

145 

55 

(AC005724) putative zinc finger protein [Arabidopsis 
thaliana] 

21181 

81415_1.R1040 
gsv701052941.hl 

21182 

81419_1.R1040 
zhf700955190.hl 

21183 

81421JL.R1040 

sat701005905.hl 

BLASTX 

g2576363 

347 

1.0e-32 

114 

60 



3406 



© 



NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



(U39783) amino acid transport protein [Arabidopsis 
thaliana] 

21184 

81421_2.R1040 
epx701105196.hl 

21185 

81429_1.R1040 
LIB3139-054-P1-N1-A1 

21186 

81438JL.R1040 

uC-gmropic019h02bl 

BLASTX 

gl362051 

1339 

1.0e-148 

270 

93 

protein kinase 3 - soybean >gi_310582 (L19361) protein 
kinase 3 [Glycine max] 

21187 

81438^3. R1040 
seb700651918.hl 

21188 

81445_1.R1040 
kll701209441.hl 

21189 

81490_1.R1040 

LIB3139-055-P1-N1-A3 

BLASTX 

g4467148 

263 

1.0e-22 

111 

51 

(AL035540) putative protein [Arabidopsis thaliana] 
21190 

81494JL.R1040 

zhf700954537.hl 

BLASTX 

g3426036 

259 

3.0e-22 

118 

50 

(AC005168) unknown protein [Arabidopsis thaliana] 
21191 

81494_2.R1040 

uC-gmflminsoy057d02bl 

BLASTX 



3407 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g4309741 
261 

2.0e-22 

66 

73 

(AC006439) 



hypothetical protein [Arabidopsis thaliana] 



21192 

81519JL.R1040 
uC-gmrominsoy061e03bl 

21193 

81544_1.R1040 

LIB3139-055-P1-N1-G4 

BLASTX 

g3935187 

503 

5.0e-51 

145 
68 

(AC004557) F17L21.30 [Arabidopsis thaliana] 
21194 

81550_1.R1040 

zsg701121528.hl 

BLASTX 

g4406759 

221 

6.0e-18 

82 
54 

(AC006836) hypothetical protein [Arabidopsis thaliana] 
21195 

81553_1.R1040 
LIB3139-055-P1-N1-H7 

21196 

81565JL.R1040 

fde700876501.hl 

BLASTX 

g3461814 

603 

1.0e-62 

151 

75 

(AC004138) hypothetical protein [Arabidopsis thaliana] 
21197 

81591_1.R1040 

LIB3139-056-P1-N1-F4 

BLASTX 

g4204849 

341 

6.0e-32 

82 

77 



3408 



(I 



NCBI Description (U55875) protein kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



21198 

81608_1.R1040 

ssr700555405.hl 

BLASTX 

g4455177 

305 

2.0e-27 

169 

38 

(AL035521) putative protein [Arabidopsis thaliana] 
21199 

81616JL.R1040 

LIB3139-057-P1-N1-A6 

BLASTX 

g3860249 

369 

9.0e-35 

162 

55 

(AC005824) unknown protein [Arabidopsis thaliana] 
21200 

81616_2.R1040 

asn701134367.hl 

BLASTX 

g3860249 

177 

1.0e-12 

79 

53 

(AC005824) unknown protein [Arabidopsis thaliana] 
21201 

81626_1.R1040 

jC-gmro02910065c04al 

BLASTX 

g4572673 

487 

5.0e-49 

146 

63 

(AC006954) 
thaliana] 



putative sarcosine oxidase [Arabidopsis 



21202 

81628_1.R1040 
ncj700986468.hl 

21203 

81631JL.R1040 

LIB3139-057-P1-N1-C6 

BLASTX 

g4337025 

1086 



3409 



CI 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 
Method 
NCBI GI 
BLAST score 
E value 



1.0e-132 

382 

66 

(AF123253) AIM1 protein [Arabidopsis thaliana] 
21204 

81634_1.R1040 

LIB3139-057-P1-N1-C9 

BLASTX 

gl652434 

729 

3.0e-77 

227 
63 

(D90905) N-acetylglutamate kinase [Synechocystis sp.] 
21205 

81643JL.R1040 

kll701215393.hl 

BLASTX 

g2102691 

1201 

1.0e-132 

321 

72 

(U64817) fructokinase [Lycopersicon esculentum] 
21206 

81643_2.R1040 

fC-gmst7006513885zl 

BLASTX 

g2102691 

630 

1.0e-65 

166 
72 

(U64817) fructokinase [Lycopersicon esculentum] 
21207 

81643_3.R1040 

rca700999041.hl 

BLASTN 

g2760170 

66 

2.0e-28 

146 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MI024, complete sequence [Arabidopsis thaliana] 

21208 

81643_4.R1040 

wvk700684215.hl 

BLASTN 

g2760170 

53 

9.0e-21 



3410 



Mai~pl"i 1 P>ncr1~h 


121 




o / 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MI024, complete sequence [Arabidopsis thaliana] 


O G *J • In w • 


91 90Q 

Z _L Z KJ _? 


Contig ID 


81644 1.R1040 


5 T -most EST 


LIB3139-057-P1-N1-E10 


O tr 14 • IN U • 


9i 9i n 




Q 1 1 Dl C\A Cl 


o most iLoi 


T TT3*3 1 ^3Q — H c;*7 _D1 —KIT — TP A 

hLnol jy — UO / — Jrl— Nl~ £ 4 


O c q . IN Q . 


91 91 1 


ooijxig ±l> 




^ ' -TJlAqf IT C H" 1 
*J illUD t £jO 1 


oUlC / UU / 4 0 4 4 O .ul 


1 1C l_livJ 




NCBI GI 


g4220612 


BLAST score 


388 


E value 


Z . Uc J / 


ria tun icuy Lii 


1 ^7 


Q- 1 /-] •rt 4— n •l-ll 




lmodi Ucscripuion 


(AB021934) nicotianamine synthase [Arabidopsis thai 


oeq. JNO. 


Z1Z1Z 


oonuig ijj 


olD/1 1 * K1U4U 


-J IllOoL. ZjO 1 


sar. /uiuuooi7i. ni 




T3T B OTY 
DLiftO 1A 


NCBI GI 


g3860258 


BLAST score 


185 


E value 


D . ue~z4 


ft/fa "i - /^Vi 1 on/T - !" h 

L v iaL.ui j_ciiyL.ii 


i n q 




jj 


inu.di uescription 


1AUUuooz4; unknown protein [ Arabidopsis thaliana] 


oeq . JNO . 


zlzio 


uontig iu 


Q1CT3 i mn^n 
olb /o__l . K1U4U 


J iLLUb L £ju1 


zzp /uuojjuio .ni 


Mot Vi oH 


OXirlO 1 IN 


NCBI GI 


gl928873 


BLAST score 


108 


Hj V a. _L U.t; 


Q fio— 

-7 • Uc Ofl 


l id U t_-l 1 X cl iy t_ 11 


9^9 


% identity 


87 


NCBI Description 


Medicago sativa MADS-box protein mRNA, partial cds 


O c CJ . IN Q . 


Z 1Z 1 4 


Contig ID 


81681_1.R1040 


5 "-most EST 


uC-gmrominsoy067d03bl 


oeq, in o . 




Contia ID 


81685 1 Rin4f) 


5 f -most EST 


LIB3139-059-P1-N1-A4 


Seq. No. 


21216 


Contig ID 


81687 1.R1040 


5 T -most EST 


g5058266 



3411 



# 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 ! -most EST 



21217 

81688_1.R1040 

fua701041312.hl 

BLASTN 

g732912 

372 

0.0e+00 

654 

89 

P. vulgaris mRNA for pectinest erase 
21218 

81690JL.R1040 

sat701014573.hl 

BLASTX 

g2961383 

387 

3.0e-37 

169 

53 

(AL022141) putative protein [Arabidopsis thaliana] 
21219 

81706_1.R1040 
LIB3170-017-Q1-J1-H2 

21220 

81715_1.R1040 

trc700562043.hl 

BLASTX 

g731529 

260 

4.0e-22 

217 

35 

HYPOTHETICAL 92.5 KD PROTEIN IN BEM2-NCB1 INTERGENIC REGION 

>gi_1077719_pir S50660 hypothetical protein YER157w - 

yeast (Saccharomyces cerevisiae) >gi_603397 (U18917) 
Yerl57wp [Saccharomyces cerevisiae] 

21221 

81724JL.R1040 

uC-gmf Iminsoy014g08bl 

BLASTX 

g3367519 

524 

2.0e-53 

171 

65 

(AC004392) Contains similarity to gb_U51898 
Ca2+-independent phospholipase A2 from Rattus norvegicus. 
[Arabidopsis thaliana] 

21222 

81731_1.R1040 
jC-gmro02910074f02al 



3412 



Method 


BLASTX 


NCBI GI 


g728905 


BLAST score 


378 


E value 


3. Oe-Jo 


Match length 


lo9 


% identity 




NCBI Description 


PROBABLE 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



LC I UM- TRANS PORTING AT PAS E 3 (ENDOPLASMIC 

RETICULUM CA2+-ATPASE) >gi_1078206__pir S51995 probable 

ATPase (EC 3.6.1.-) DRS2 - yeast (Saccharomyces cerevisiae) 
>gi_171114 (L01795) ATPase [Saccharomyces cerevisiae] 
>gi_595560 (U12980) Drs2p: Membrane spanning 
Ca-ATPase (P-type) , member of the cation transport (B1-E2) 
ATPase [Saccharomyces cerevisiae] 

21223 

81746_1.R1040 

uC-gmropic066b03bl 

BLASTX 

g2160189 

974 

1.0e-105 

351 
11 

(AC000132) Similar to A. thaliana receptor-like protein 
kinase (gb_RLK5_ARATH) . ESTs gb_ATTS0475, gb_ATTS4362 come 
from this gene. [Arabidopsis thaliana] 

21224 

81752JL.R1040 

LIB3139-110-P1-N1-C3 

BLASTX 

g3335357 

718 

5.0e-76 

172 

70 

(AC003028) putative diphenol oxidase [Arabidopsis thaliana] 
21225 

81767_1.R1040 
jC-gmfl02220102dl0al 

21226 

81772JL.R1040 

gsv701054226.hl 

BLASTX 

g4115377 

190 

1.0e-14 

40 

85 

(AC005967) unknown protein [Arabidopsis thaliana] 
21227 

81777_1.R1040 
uC-gmropic030d02bl 



3413 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 



21228 

81780_1.R1040 

LIB3139-060-P1-N1-E11 

BLASTX 

gl708899 

142 

1.0e-08 

34 
74 

MANNOSYL- OLIGOSACCHARIDE ALPHA-l, 2-MANNOSIDASE ISOFORM 1 

{MAN (9) -ALPHA-MANNOSIDASE) >gi_2133635_pir S60709 alpha 

1,2 mannosidase precursor - fruit fly (Drosophila 
melanogaster) >gi_840754_emb_CAA57 962__ (X82640) alpha 1,2 
mannosidase [Drosophila melanogaster] 



21229 

81784_1.R1040 

uaw700664879.hl 

BLASTX 

g3184073 

170 

5.0e-12 

104 

37 

(AL023779) hypothetical protein 



[Schizosaccharomyces pombe] 



21230 

81794_1.R1040 

zhf700956626.hl 

BLASTX 

g2244904 

260 

2.0e-22 

175 

8 

(Z97339) similar to hypothetical protein C02F5.7 - Caenorha 
[Arabidopsis thaliana] 

21231 

81814_1.R1040 
zhf700959429.hl 

21232 

81815_1.R1040 

jC-gmst02400060gl2al 

BLASTX 

g3153207 

384 

6.0e-37 

177 

48 

(AF00194 9) ATHB-12 [Arabidopsis thaliana] 
21233 

81818JL.R1040 

LIB3139-061-P1-N1-A8 

BLASTX 



3414 



CI 



NCBI GI 


g4138679 


BLAST score 


371 


E value 


9 Ho- £Q 


Match length 


1 Q1 


% identity 


67 


NCBI Description 


(Y09591) amino acid transporter 


beq. no. 


zlZ J ft 


Contig ID 


oloz / Z . K1U4U 


5 -most EST 


ssr/UUoo /liy. nl 


Seq. No. 


zlzoo 


Contig ID 


oloou 1.R1U4U 


0 — ItlOS u Lb 1 


V4L-U1 yi oi. Jli4 


Method 


DT 7\ C"T> V 




gz xz jjju 


BLAST score 


253 


E value 


2.0e-24 


Match length 


109 


% identity 


66 


NCBI Description 


calcium-dependent protein kinase 



Arabidopsis thaliana >gi_2129554_pir S71901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4454034_emb_CAA23031.1_ (AL035394) calcium-dependent 
protein kinase (CDPK6) [Arabidopsis thaliana] 



Seq* No. 
Contig ID 
5 '-most EST 



21236 

81837JL.R1040 
LIB3139-061-P1-N1-D4 



Seq. No. 
Contig ID 
5' -most EST 



21237 

81840_1.R1040 
gbt700548062.hl 



Seq. No. 
Contig ID 
5' -most EST 



21238 

81840__2.R1040 
smc700749633.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21239 

81849JL.R1040 

LIB3139-061-P1-N1-G11 

BLASTX 

g2911040 

250 

2.0e-21 

91 
56 

(AL021961) receptor protein kinase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 
Contig ID 
5' -most EST 
Method 



21240 

81854_1.R1040 

jC-gmle01810023a04dl 

BLASTX 



3415 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



g4220522 
253 

1.0e-21 

149 
41 

(AL035356) 



putative protein [Arabidopsis thaliana] 



21241 

81862_1.R1040 

smc700746177.hl 

BLASTX 

g3341679 

873 

1.0e-94 

234 

76 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 

21242 

81877_1.R1040 

asn701135229.hl 

BLASTX 

g3041652 

746 

4.0e-79 

210 

70 

CHALCONE — FLAVONONE I SOME RASE >gi_282 910_pir S24784 

chalcone isomerase (EC 5.5.1.6) - kidney bean 
>gi_20982_emb_CAA78763_ (Z15046) chalcone isomerase 
[Phaseolus vulgaris] 

21243 

81883JL.R1040 

LIB3139-062-P1-N1-C12 

BLASTX 

g3164222 

229 

6.0e-19 

66 

64 

(AB008518) RMA1 [Arabidopsis thaliana] >gi_4206205 
(AF071527) RMA1 RING zinc finger protein [Arabidopsis 
thaliana] 

21244 

81887_1.R1040 
jC-gmle01810089cl2al 

21245 

81887_2.R1040 

uaw700665060.hl 

BLASTX 

g4049344 

155 

6.0e-10 



3416 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



98 
42 

(AL034567) putative protein [Arabidopsis thaliana] 
21246 

81888J..R1040 
uC-gmropic071g09bl 

21247 

81890_1.R1040 

wrg700787464.h2 

BLASTX 

g4455231 

803 

2.0e-85 

258 

61 

(AL035523) putative protein [Arabidopsis thaliana] 
21248 

81899_1.R1040 
uaw700660857.hl 



Seq. No. 
Contig ID 
5 '-most EST 



21249 

81912_2.R1040 
LIB3139-072-P1-N1-B6 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



21250 

81912__3.R1040 
LIB3170-031-Q1-K1-B9 

21251 

81914_1.R1040 
pxt700941411.hl 

21252 

81927JL.R1040 
jC-gmro02800028f06dl 

21253 

81941_1.R1040 
kl!701206775.hl 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



21254 

81965_1.R1040 
uC-gmrominsoyl7 9b07bl 

21255 

81965_2.R1040 
LIB3139-063-P1-N1-D9 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



21256 

81973_1.R1040 
jC-gmro02910022g08al 

21257 

81973 2.R1040 



3417 



5 '-most EST 



hrw701061130.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21258 

81985_1.R1040 

epx701106060.hl 

BLASTX 

gl742959 

631 

1.0e-65 

174 

75 

(Z71450) CLC-d chloride channel protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21259 

81985_3.R1040 

uC-gmf lmins oy 0 7 7 dO 4b 1 

BLASTX 

g3319358 

264 

2.0e-61 

168 

83 

(AF077407) Arabidopsis thaliana CLC-d chloride 
protein (GB:Z71450) [Arabidopsis thaliana] 



channel 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21260 

81988_1.R1040 

LIB3139-063-P1-N1-G9 

BLASTX 

g2842481 

142 

7.0e-09 

59 

39 

(AL021749) extensin-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



21261 

81995_1.R1040 
uC-gmrominsoyl89e04bl 



Seq. No. 
Contig ID 
5 '-most EST 



21262 

82004_1.R1040 
rca700996931.hl 



Seq. No. 
Contig ID 
5 '-most EST 



21263 

82010_1.R1040 
LIB3139-064-P1-N1-C11 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



21264 

82028JL.R1040 

rlr700896503.hl 

BLASTX 

g3913366 

704 

5.0e-74 
306 



3418 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 

PUTATIVE RECEPTOR PROTEIN KINASE CRINKLY4 PRECURSOR 
>gi_1597723 (U67422) CRINKLY4 precursor [Zea mays] 

21265 

82030_1.R1040 

LIB3139-064-P1-N1-E10 

BLASTN 

g2264314 

37 

3.0e-ll 

109 
83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQK4, complete sequence [Arabidopsis thaliana] 

21266 

82040_1.R1040 

LIB3139-064-P1-N1-E9 

BLASTX 

g4263521 

212 

4.0e-17 

97 
15 

(AC004044) 
thaliana] 



putative WD-repeat protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



21267 

82042_1.R1040 

LIB3139-064-P1-N1-F12 

BLASTX 

g4432854 

194 

1.0e-14 

83 
33 

(AC006300) hypothetical protein [Arabidopsis thaliana] 
21268 

82075JL.R1040 

uC-gmropic041dl2bl 

BLASTX 

g4138265 

354 

2.0e-33 

142 
53 

(AJ006228) Avr9 elicitor response protein [Nicotiana 
tabacum] 

21269 

82075_2.R1040 
fua701036978.hl 



Seq. No. 
Contig ID 



21270 

82085 1.R1040 



3419 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3139-065-P1-N1-C2 

BLASTX 

g2827773 

641 

3.0e-82 

189 

79 

CALCIUM-DEPENDENT PROTEIN KINASE (CDPK) 
>gi_1765912_emb_CAA39936_ (X56599) calcium- 
protein kinase [Daucus carota] 



dependent 



Seq. No. 
Contig ID 
5' -most EST 



21271 

82091_1.R1040 
seb700650804.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21272 

82107JL.R1040 

jC-gmst02400077hl2al 

BLASTX 

g4512664 

570 

6.0e-59 

135 

76 

(AC006931) putative ribose phosphate pyrophosphokmase 
[Arabidopsis thaliana] 

>gi_4544471_gb_AAD22378.1_AC006580_10 (AC006580) putative 
ribose phosphate pyrophospho kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21273 

82120_1.R1040 

jC-gmst02400073fl0al 

BLASTX 

g556409 

385 

1.0e-36 

185 
52 

(L34551) transcriptional activator protein [Oryza satxva] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21274 

82122JL.R1040 

trc700563525.hl 

BLASTX 

g4559334 

153 

7.0e-10 

65 

45 

(AC007087) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



21275 

82160_1.R1040 

zpv700759046.hl 

BLASTX 

g214673I 

1306 



3420 



E value 
Match length 
% identity 
NCBI Description 



1.0e-144 

349 

38 

FK506-binding protein - Arabidopsis thaliana >gi_1354207 
(U49453) rofl [Arabidopsis thaliana] 



beq* wo. 


91 97 £ 
Z 1Z / 0 


uonuig 1JJ 


R 91 60 9 P 1 CiA n 


5' -most EST 


vwf 700678071. hi 


Seq. No. 


z±z / / 


Contig ID 


OZl I Z I . K1U4U 


5 '-most EST 


zhf 700952915 . hi 


Method 


BLASTX 


NCBI GI 


™. o a /~ o /" n i 

g3(joJo91 


BLAST score 


211 


E value 


2 . De-21 


Match length 


1 1 o 


% identity 


4 / 


NCBI Description 


(AL022537) putative protein 


Seq. No. 


21278 


Contig ID 


82178 1.R104U 


5 '-most EST 


kll701211876.hl 


Method 


BLASTX 


NCBI GI 


g4455oUz 


BLAST score 


683 


E value 


6.0e-72 


Match length 


O A O 

20o 


% identity 


oz 


NCBI Description 


(AL035528) putative protein 


Seq. No. 


2127 9 


Contig ID 


ozio / 1 . K1U4U 


5 -most EST 


LlBoloy-Uo / — srl— Nl-Ab 


Method 


BLASTX 


NCBI GI 


gi0oo710 


BLAST score 


151 


E value 


1 . 0e-09 


Match length 


4 / 


% identity 


5i 


NCBI Description 


(AL022537) putative protein 


Seq. No. 


21280 


Contig ID 


82188_1.R1040 


o 1 -most EST 


uL-gmropicu JzgiUDi 


Method 


BLASTX 


NCBI GI 


g4309760 


BLAST score 


242 


E value 


2.0e-20 


Match length 


82 


% identity 


65 


NCBI Description 


(AC006217) unknown protein 


Seq, No. 


21281 


Contig ID 


82190 1.R1040 


5 '-most EST 


ncj700988157.hl 



3421 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!171577 

408 

6.0e-40 

115 

68 

(X95343) hypersensitivity-related gene [Nicotiana tabacum] 
21282 

82195JL.R1040 

LIB3139-067-P1-N1-B5 

BLASTX 

g4467126 

733 

4.0e-96 

275 
62 

(AL035538) guanine nucleotide-exchange protein-like 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



21283 

82212JL.R1040 
jsh701066941.hl 

21284 

82224_1.R1040 

LIB3139-067-P1-N1-F10 

BLASTX 

gl491617 

457 

8.0e-49 

144 

71 

(X99952) peroxidase [Arabidopsis thaliana] 
21285 

82229JL.R1040 

g4396135 

BLASTX 

gll70601 

372 

2.0e-35 

132 

55 

FRUIT PROTEIN PKIWI502 >gi_10858 69_pir S48036 hypothetical 

protein - kiwi fruit >gi_450237 (L27809) pKIWI502 
[Actinidia deliciosa] 

21286 

82240_2.R1040 

LIB3139-067-P1-N1-G5 

BLASTX 

g3237304 

439 

3.0e-43 

179 

49 



3422 



<B • 

NCBI Description (U91561) pyridoxine 5' -phosphate oxidase [Rattus 
norvegicus] 

21287 

82241_1.R1040 
sat701003281.hl 
BLASTX 
g464806 
147 

2.0e-09 
139 
33 

SIGNAL RECOGNITION PARTICLE 72 KD PROTEIN (SRP72) 

>gi 423182_pir A40692 signal recognition particle 72K 

chain - dog >gi_297768_emb_CAA48014_ (X67813) signal 
recognition particle, 72 kDa subunit [Canis familiaris] 

Seq. No. 21288 

Contig ID 82242_1 . R1040 

5 T -most EST zzp700834915.hl 

Seq. No. 21289 

Contig ID 82252_1 .R1040 

5' -most EST dpv701103226 .hi 

Method BLASTX 

NCBI GI g2894534 

BLAST score 1086 

E value 1.0e-119 

Match length 241 

% identity 86 

NCBI Description (AJ224327) aquaporin [Oryza sativa] 

Seq. No. 21290 

Contig ID 82259JL . R1040 

5' -most EST crh700850325 .hi 

Method BLASTX 

NCBI GI g3540208 

BLAST score 173 

E value 5.0e-12 

Match length 188 

% identity 31 

NCBI Description (AC004260) Hypothetical protein [Arabidopsis thaliana] 

Seq. No. 21291 

Contig ID 82261JL . R1040 

5' -most EST jC-gmro02800025d03al 

Seq. No. 21292 

Contig ID 82261_2.R1040 

5' -most EST uC-gmf Iminsoyll5h08bl 

Method BLASTX 

NCBI GI g4455261 

BLAST score 397 

E value 2.0e-38 

Match length 91 

% identity 77 

NCBI Description (AL035353) protein kinase-like protein [Arabrdopsxs 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3423 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] 
21293 

82261_3.R1040 
kll701211661.hl 

21294 

82263JL.R1040 
zzp700833816.hl 

21295 

82265JL.R1040 

zhf700961803.hl 

BLASTX 

g4415912 

331 

1.0e-53 

185 
54 

(AC006282) putative protease [Arabidopsis thaliana] 
21296 

82268_1.R1040 
uC-gmropic093fl0bl 

21297 

82286JL.R1040 
LIB3139-068-P1-N1-D7 

21298 

82291_1.R1040 

jC-gmro02910020d02al 

BLASTX 

g4580390 

154 

4.0e-10 

37 
81 

(AC007171) putative disease resistance response protein 
[Arabidopsis thaliana] 

21299 

82297JL.R1040 
LIB3139-0 68-P1-N1-F10 

21300 

82308JL. R1040 

LIB3139-068-P1-N1-G5 

BLASTX 

g3068717 

728 

5.0e-77 

270 

52 

(AF049236) unknown [Arabidopsis thaliana] 



Seq. No. 



21301 



3424 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82348_1.R1040 
LIB3139-069-P1-N1-D12 

21302 

82348_2.R1040 
g4297711 

21303 

82357J..R1040 
LIB3139-069-P1-N1-E11 

21304 

82388J..R1040 

sat701004270.hl 

BLASTX 

g3873621 

257 

8.0e-22 

225 

25 

(Z98262) similar to Ubiquitin family; cDNA 
comes from this gene; cDNA EST EMBL:C08080 
gene; cDNA EST EMBL:C08013 comes from this 
EMBL:C08074 comes from this gene; cDNA EST 
>gi_3875993_emb_CAA95799_ (Z71260) similar 
family; cDNA EST EMBL:C11990 comes from thi 
EMBL:C08080 comes from this gene; cDNA EST 
comes from this gene; cDNA EST EMBL:C08074 
gene; cDNA EST EMBL:C09 

21305 

82388_2.R1040 
uC-gmropicl08a07bl 

21306 

82396J..R1040 

LIB3139-070-P1-N1-A12 

BLASTN 

gl370284 

172 

9.0e-92 

316 

89 

P. sativum mRNA for glutathione reductase 



EST EMBL:C11990 
comes from this 
gene; cDNA EST 
EMBL:C09. . . 
to Ubiquitin 
s gene; cDNA EST 
EMBL:C08013 
comes from this 



21307 

82417JL.R1040 

g4291639 

BLASTX 

g2104536 

1225 

1.0e-135 

273 

82 

(AF001308) predicted glycosyl transferase [Arabidopsis 
thaliana] 



3425 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21308 

82419_1.R1040 

kll701205975.hl 

BLASTX 

g555655 

256 

1.0e-21 

116 

54 

(U06712) DNA-binding protein [Nicotiana tabacum] 
21309 

82429_1.R1040 

pxt700944356.hl 

BLASTX 

g4539335 

476 

9.0e-48 

169 

51 

(AL035539) putative protein [Arabidopsis thaliana] 
21310 

82447_1.R1040 

sat701005313.hl 

BLASTX 

g4191784 

459 

5.0e-46 

116 

56 

(AC005917) putative WD-40 repeat protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



21311 

82454JL.R1040 
LIB3139-070-P1-N1-H1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21312 

82458_1.R1040 

jC-gmle01810005d05al 

BLASTX 

g3914996 

1204 

1.0e-133 

307 

76 

PHOSPHOSERINE AMINOTRANSFERASE PRECURSOR (PSAT) 
>gi_1665831_dbj_BAA13640_ (D88541) phosphoserine 
aminotransferase [Arabidopsis thaliana] 
>gi_2804260_dbj_BAA24441_ (AB010408) phosphoserine 
aminotransferase [Arabidopsis thaliana] 
>gi_3367581_emb_CAA20033_ (AL031135) phosphoserine 
aminotransferase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 



21313 

82462 1.R1040 



3426 



5' -most EST 



sat701011892.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1040 

-071-P1-N1-A11 



21314 
82464_1. 

LIB3139- 
BLASTX 
gl777312 
245 

2.0e-20 

65 

71 

(D30622) novel serine/threonine protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



21315 

82464_2.R1040 
vwf700678626.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



21316 

82479_1.R1040 
LIB3139-071-P1-N1-B7 



Seq. No. 
Contig ID 
5 '-most EST 



21317 

82481_1.R1040 
bth700848057.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21318 

82484_1.R1040 

gsf700698412.hl 

BLASTX 

g3047090 

412 

3.0e-40 

96 

72 

(AF058826) T26D22.18 gene product [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



21319 

82500_1.R1040 
trc700566494.hl 



Seq. No. 
Contig ID 
5 '-most EST 



21320 

82501JL.R1040 
zzp700835831.hl 



Seq. No. 
Contig ID 
5' -most EST 



21321 

82501_2.R1040 
zsg701119866.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



21322 

82502JL.R1040 

zhf700960383.hl 

BLASTX 

g3135264 

216 

2.0e-17 
62 
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% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



68 

(AC003058) 



unknown protein [Arabidopsis thaliana] 



21323 

82510_1.R1040 
LIB3139-071-P1-N1-F4 

21324 

82511_1.R1040 
LIB3139-071-P1-N1-F5 

21325 

82534_1.R1040 

uC-gmropic099b05bl 

BLASTX 

g3668089 

292 

4.0e-26 

79 
72 

(AC004667) unknown protein [Arabidopsis thaliana] 
21326 

82535JL.R1040 

uC-gmrominsoy314d07bl 

BLASTX 

g3947735 

373 

1.0e-35 

148 

51 

(AJ009720) NL27 [Solanum tuberosum] 
21327 

82562_1.R1040 

jC-gmro02910040e07al 

BLASTX 

g2280530 

436 

4.0e-43 

107 
73 

(AB005889) ATMYB4 [Arabidopsis thaliana] 
21328 

82577_1.R1040 

LIB3139-072-P1-N1-E9 

BLASTX 

g3451078 

266 

4.0e-23 

169 

38 

(AL031326) putative protein [Arabidopsis thaliana] 
21329 

82602 1.R1040 



3428 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Contig ID 
5 '-most EST 



smc700747814.hl 

BLASTX 

q8 62650 

326 

2.0e-30 

74 

84 

(U20193) MADS-box protein AGL12 [Arabidopsis thaliana] 
21330 

82610JLR1040 

jC-gmle01810020fl2al 

BLASTX 

g3043694 

504 

1.0e-50 

246 

43 

(AB011157) KIAA0585 protein [Homo sapiens] 
21331 

82612_1.R1040 
LIB3139-073-P1-N1-A8 



Seq. No. 
Contig ID 
5' -most EST 



21332 

82614JL.R1040 
wrg700787445.h2 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



21333 

82618JL.R1040 
jC-gmro02800042hl0dl 

21334 

82628JL.R1040 
uC-gmrominsoyll5a04bl 

21335 

82635JL.R1040 
LIB3139-073-P1-N1-D11 



Seq. No. 
Contig ID 
5' -most EST 



21336 

82639JL.R1040 
LIB3139-100-P1-N1-G12 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21337 

82648_1.R1040 

LIB3139-073-P1-N1-E7 

BLASTX 

g629624 

300 

4.0e-27 

94 

57 

chalcone reductase - alfalfa >gi_J5 63540_ernb__CAA5 7782_ 
(X82366) chalcone reductase [Medicago sativa] 



Seq. No. 



21338 



3429 



Contig ID 


82656 1.R1040 


5 '-most EST 


LIB3139-073-P1-N1-F7 


Method 


BLASTX 


NCBI GI 


a2765244 


BLAST score 


198 


E value 


2.0e-15 


Match length 


58 


§: i Hon t" i +■ \7 


fin 


NCBI Description 


(Y12807) invertase inhibitor homolog [Arabidopsis thai 


Seq. No. 


21339 


Contig ID 


82670 1.R1040 


5' -most EST 


LIB3139-073-P1-N1-H12 


Seq. No. 


21340 


Contig ID 


82688_1.R1040 


5' -most EST 


uC-gmrominsoy029hl0bl 


Method 


BLASTX 


NCBI GI 


a3912942 


BLAST score 


181 


E value 


5.0e-13 


Match length 


82 


% identity 


45 


NCBI Description 


(U58033) myotubularin related protein 2 [Homo sapiens] 


Seq, No. 


21341 


Contig ID 


82706 1.R1040 


5 '-most EST 


ekl700968267.hl 


Method 


BLASTX 


NCBI GI 


g2388585 




7?0 


E value 


2.0e-76 


Match length 


159 


% identity 


90 


NCBI Description 


(AC000098) Similar to Caenorhabditis unknown protein 




T03F1.1 (gb_U88169) . [Arabidopsis thaliana] 


Seq. No. 


21342 


Contig ID 


82711 1.R1040 


5' -most EST 


fua701043082.hl 


Method 


BLASTX 


NCBI GI 


gl21631 


BLAST score 


292 


E value 


2.0e-26 


Match length 


81 


% identity 


69 



NCBI Description 



GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 2 PRECURSOR 

>gi_72323_pir KNNT2S glycine-rich protein 2 - wood tobacco 

>gi_19743_emb_CAA42622_ (X60007) nsGRP-2 [Nicotiana 
sylvestris] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



21343 

82714JL.R1040 

uC - gmr omin s o y 0 9 7b 1 lb 1 

BLASTX 

g2618686 

223 



3430 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



3.0e-18 

105 
50 

(AC002510) hypothetical protein [Arabidopsis thaliana] 
21344 

82722_1.R1040 
LIB3139-07 4-P1-N1-F12 



Seq. No. 

Contig ID ' 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



21345 

82764JL.R1040 

LIB3139-075-P1-N1-D11 

BLASTX 

g3004550 

297 

6.0e-27 

70 

87 

(AC003673) hypothetical protein [Arabidopsis thaliana] 
21346 

82769_1.R1040 

bth700849271.hl 

BLASTX 

g2462834 

359 

1.0e-33 
183 

44 , 
(AF000657) hypothetical protein [Arabidopsis thaliana] 



.R1040 

-075-P1-N1-E2 



21347 
82774_1. 
LIB3139- 
BLASTX 
g2804278 
1282 

1.0e-142 

289 

83 

(AB003516) squalene epoxidase [Panax ginseng] 
21348 

82776JL.R1040 
LIB3139-075-P1-N1-E6 



Seq. No. 
Contig ID 
5 '-most EST 



21349 

82797_1.R1040 
LIB3139-075-P1-N1-H7 



Seq. No. 
Contig ID 
5' -most EST 



21350 

82803_1.R1040 
LIB3139-076-P1-N1-A5 



Seq. No. 
Contig ID 
5' -most EST 



21351 

82804_1.R1040 
hrw701063282.hl 



3431 



Method 


BLASTX 


MPRT GT 

1M V/D J. Ul 


rtAA^AOAfi 


BLAST score 


255 


E value 


7.0e-22 


Match length 


77 


% identity 


53 


NCBI Description 


(AL035394) putative protein [Arabidopsis thai 


Seq. No. 


21352 


Contig ID 


82805 1.R1040 


5' -most EST 


LIB3139-076-P1-N1-A7 


Method 


BLASTX 




n?l ^Sfn 7 
y z. / jjui / 


BLAST score 


423 


E value 


9.0e-42 


Match length 


109 


% identity 


71 


NCBI Description 


(U82481) KI domain interacting kinase 1 [Zea 


Seq. No. 


21353 


Contig ID 


82830 1.R1040 


5 '-most EST 


sat701015385.hl 


Method 


BLASTX 


MpDT (IT 


rr^P n R QAA 


BLAST score 


1155 


E value 


1.0e-127 


Match length 


285 


% identity 


74 


NCBI Description 


(Y13773) laccase [Populus balsamif era subsp. 


Seq. No. 


21354 


Contig ID 


82839 1.R1040 


5 '-most EST 


LIB3139-076-P1-N1-E7 


Method 


BLASTX 




yioo ju^i, 


BLAST score 


508 


E value 


9.0e-52 


Match length 


120 


% identity 


q n 
oU 


NCBI Description 


(U45243) diphenol oxidase [Nicotiana tabacum] 


Seq. No. 


21355 


oonng J.U 


QOQ A Q 1 D1 A/I A 

o Zo 4 y 1 . K-LU4 U 


5' -most EST 


LIB3139-076-P1-N1-G6 


Seq. No. 


21356 


Lontig id 


oZooy 1.R104U 


5* -most EST 


jC-gmle01810090e09al 


Seq. No. 


21357 


Contig ID 


82869 1.R1040 


5' -most EST 


jsh701069679.hl 


Seq. No. 


21358 


Contig ID 


82876 1.R1040 


5' -most EST 


LIB3139-077-P1-N1-C3 



trichocarpa] 



3432 



CP 



Seq. No. 


21359 


Contig ID 


82877JL.R1040 


5 f -most EST 


uC-gmrominsoy026h03bl 


Method 


BLASTX 






BLAST score 


842 


E value 


2.0e-90 


Match length 


274 


% identity 


57 


NCBI Description 


(AC003028) putative SRG1 protein [Arabidopsis thaliana] 


Seq. No. 


21360 


Contig ID 


82885 1.R1040 


5 1 -most EST 


sat701009936.h2 


Method 


BLASTX 


WfRT (IT 


nd 1 ClA Q^l 
y t ±x\j i ± jo i. 


BLAST score 


561 


E value 


3.0e-60 


Match length 


156 


% identity 


1 A 


NCBI Description 


(AF042196) auxin response factor 8 [Arabidopsis thaliana 


Seq. No. 


21361 


Contig ID 


82889 1.R1040 


5' -most EST 


leu701156446.hl 


Seq. No. 


21362 


Contig ID 


82899 1.R1040 


5' -most EST 


LIB3139-077-P1-N1-E7 


Method 


BLASTX 


NCBI GI 


gll4208 


BLAST score 


426 


E value 


4.0e-42 


Match length 


115 


% identity 


70 


inl,.d-l ucscnpuiun 


PRORART F (TrnTATRTDKII? CJ-TRANCIFFR A^F PARS ( &UY TN-UF.GT1T >ATV\D 




PROTEIN PARA) (STR24 6C PROTEIN) >gi_100374_pir A36225 




auxin-regulated protein, protoplast - common tobacco (cv 




Xanthi nc) >gi 170283 (M29274) par peptide [Nicotiana 




tabacum] >gi_530740_emb_CAA56790_ (X80829) STR246C 




[Nicotiana tabacum] 


Seq. No. 


21363 


Contig ID 


82903 1.R1040 


5' -most EST 


2lv700807591.hl 


Method 


BLASTX 




y JU j D 


BLAST score 


405 


E value 


8.0e-39 


Match length 


187 


% identity 


51 


NCBI Description 


(AL023094) putative protein [Arabidopsis thaliana] 


Seq. No. 


21364 


Contig ID 


82913 1.R1040 


5' -most EST 


LIB3139-077-P1-N1-G1 


Method 


BLASTX 



3433 



NCBI GI 


g4468812 


BLAST score 


1135 


E value 


1.0e-124 


Match length 


333 


% identity 


41 


NCBI Description 


(AL035601) putative ] 


Seq. No. 


21365 


Contig ID 


82925 1.R1040 


5 '-most EST 


LIB3139-077-P1-N1-H6 


Seq. No. 


21366 


Contig ID 


82936 1.R1040 


5' -most EST 


epx701105482.hl 


Seq. No. 


21367 


Contig ID 


82948 1.R1040 


5' -most EST 


fC-gmro700848909yl 


Method 


BLASTX 


NCBI GI 


g4512651 


BLAST score 


920 


E value 


2.0e-99 


Match length 


308 


% identity 


52 


NCBI Description 


(AC007048) putative 




thai ianal 


Seq. No. 


21368 


Contig ID 


82961 1.R1040 


S'-most EST 


LIB3139-078-P1-N1-E3 


Seq. No. 


21369 


Contig ID 


82971 1.R1040 


5 T -most EST 


LIB3139-078-P1-N1-F3 


Method 


BLASTX 


NCBI GI 


g4544464 


BLAST score 


222 


E value 


3.0e-18 


Match length 


123 


% identity 


46 


NCBI Description 


fAC006580} Dutative 




protein [Arabidopsis 


Sea. No 


21370 


Contig ID 


82974 1.R1040 


5' -most EST 


LIB3139-078-P1-N1-F8 

-LJ -1- i—J *-J J- -~J ~S \J 1 \J i. J- IM J-. i- \J 


Method 


BLASTX 


NCBI GI 


g2760325 


BLAST score 


411 


E value 


2 . 0e-40 


Match length 


119 


% identity 


69 


NCBI Description 


(AC002130) F1N21.10 


Seq. No. 


21371 


Contig ID 


82975 1.R1040 


5 T -most EST 


gsv701052070.hl 



putative tyrosine transaminase [Arabidopsis 



3434 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 r -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



21372 

82975_2.R1040 
jC-gmfl02220108c02al 

21373 

82976_1.R1040 
jC-gmst02400008h01dl 

21374 

82976^2. R1040 
uC-gmrominsoy2 98b0 4bl 

21375 

82977_1.R1040 
LIB3139-078-P1-N1-G11 

21376 

82983JL.R1040 

jC-gmle01810028e09al 

BLASTX 

g4262148 

554 

1.0e-56 

151 

70 

(AC005275) predicted protein 
[Arabidopsis thaliana] 

21377 

82983_2.R1040 
jC-gmle01810080c01al 

21378 

83007JL.R1040 
LIB3139-099-P1-N1-H12 

21379 

83018 JL.R1040 

fde700871926.hl 

BLASTX 

g3335376 

342 

6.0e-32 

117 

61 

(AC003028) putative ammonium 
thaliana] 

21380 

83022JL.R1040 

jC-gmro02910031a07al 

BLASTX 

g3218467 

173 

3.0e-12 
150 



of unknown function 



transporter [Arabidopsis 



3435 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



31 

(AJ006529) putative phosphatase [Gallus gallus] 
21381 

83036JL.R1040 
LIB3139-080-P1-N1-A10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



21382 

83043_1.R1040 

ssr700555316.hl 

BLASTX 

g3128176 

348 

6.0e-33 

101 

67 

(AC004521) unknown protein [Arabidopsis thaliana] 
21383 

83049JL. R1040 

j C-gmro02 91 0 02 9bl2dl 

BLASTX 

g418548 

372 

2.0e-35 

139 

53 

HYPOTHETICAL 15.7 KD PROTEIN IN APHA-UVRA INTERGENIC REGION 
(0138) >gi_396391 (U00006) No definition line found 
[Escherichia coli] >gi_1790491 (AE000479) orf, hypothetical 

protein [Escherichia coli] 

21384 

83049_3.R1040 

sat701014364.hl 

BLASTX 

g3123100 

164 

6.0e-19 

89 

57 

HYPOTHETICAL 15.9 KD PROTEIN C4A8 . 02C IN CHROMOSOME I 
>gi_4490640_emb_CAB11472.1_ (Z98762) SPAC4A8.02c, unknown, 
len:142aa f similar eg. to YJBQ _EC0LI, P32698, hypothetical 
15.7 kd protein, (138aa), fast a scores, opt: 403, E(): 
2.4e-32, (41.0% identity in 134 aa overlap) 
[Schizosaccharomyces pombe] 

21385 

83061_1.R1040 
sat701003014.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



21386 

83062_1.R1040 

jC-gmst02400024e06dl 

BLASTX 

g499301 



3436 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



252 

1.0e-21 

75 

69 

(X77116) ABI1 [Arabidopsis thaliana] >gi_549981 (U12856) 
abscisic acid insensitive protein [Arabidopsis thaliana] 
>gi_4538937_emb_CAB39673.1_ (AL049483) protein phosphatase 
ABI1 [Arabidopsis thaliana] 



Seq. No. 


21387 


Contig ID 


83067 1.R1040 


5' -most EST 


LIB3139-080-P1-N1-D8 


Method 


BLASTX 


NCBI GI 


g2462835 


BLAST score 


448 


F! va 7 ti e» 

J-J V d J_ uc 


1. 0e-44 


Match length 


123 


% identity 


72 


NCBI Description 


(AF000657) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


21388 


Contig ID 


83078 1.R1040 


5 '-most EST 


taw700657 627.hl 


Method 


BLASTX 


NCBI GI 


g3540195 


BLAST score 


710 


E value 


3.0e-75 


Match length 


157 


% identity 


41 


NCBI Description 


(AC004260) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


21389 


Contig ID 


83081_1.R1040 


5 '-most EST 


uC-gmrominsoy315g05bl 


Seq. No. 


21390 


Contig ID 


83094 1.R1040 


5' -mo st EST 


zzp700836032.hl 


Method 


BLASTX 


NCBI GI 


g4220462 


BLAST score 


1058 


E value 


1.0e-115 


Match length 


326 


% identity 


63 


NCBI Description 


(AC006216) Strong similarity to gb Z50851 HD-zip (athb- 



gene from Arabidopsis thaliana containing Homeobox PF_0004 6 
and bZIP PF_00170 domains. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



21391 

83094_4.R1040 

g4395965 

BLASTX 

g3738325 

213 

7.0e-17 

98 
39 



3437 




NCBI Description (AC005170) putative CaMB-channel protein [Arabidopsis 
thaliana] 

Seq. No, 21392 

Contig ID 83108_1 . R1040 

5 f -most EST zzp700835758 . hi 

Seq. No. 21393 

Contig ID 83129JL . R1040 

5 '-most EST LIB3139-116-P1-N1-D2 

Seq. No. 21394 

Contig ID 83141_1 . R1040 

5' -most EST LIB3139-081-P1-N1-E5 

Seq. No. 21395 

Contig ID 83167__1 . R1040 

5" -most EST zhf 700962595 .hi 

Seq. No. 21396 

Contig ID 83167_2 .R1040 

5 '-most EST LIB3139-081-P1-N1-H3 

Seq. No. 21397 

Contig ID 83171 JL . R1040 

5 T -most EST trc700565275 .hi 

Method BLASTN 

NCBI GI g2149379 

BLAST score 51 

E value 2.0e-19 

Match length 220 

% identity 84 

NCBI Description Arabidopsis thaliana syntaxin homolog mRNA, complete c< 

Seq. No. 21398 

Contig ID 83175_1.R1040 

5' -most EST uC-gmropic047f 09bl 

Method BLASTN 

NCBI GI g3821780 

BLAST score 36 

E value 1.0e-10 

Match length 36 

% identity 100 

NCBI Description Xenopus laevis cDNA clone 27A6-1 

Seq. No. 21399 

Contig ID 83184_1 . R1040 

5' -most EST jC-gmf 102220089g09dl 

Method BLASTX 

NCBI GI g4558 673 

BLAST score 190 

E value 3.0e-14 

Match length 68 

% identity 44 

NCBI Description (AC007063) hypothetical protein [Arabidopsis thaliana] 
Seq. No. 21400 



3438 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83190_1.R1040 

pmv700894941.hl 

BLASTX 

g3128234 

568 

3.0e-58 

179 

62 

(AC004077) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21401 

83202JL.R1040 

ncj700980512.hl 

BLASTX 

g462680 

181 

5.0e-13 

121 
36 

MYOSIN ID HEAVY CHAIN >gi_422294_pir A47106 myosin heavy 

chain ID - slime mold [Dictyostelium discoideum) 



Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21402 

83207_1.R1040 

zhf700954162.hl 

BLASTX 

g3033381 

273 

6.0e-24 

73 

70 

(AC004238) putative UDP-galactose-4-epimerase [Arabidopsis 
thaliana] 



Seq. No. 


21403 


Contig ID 


83216 1. 


5' -most EST 


LIB3139- 


Method 


BLASTX 


NCBI GI 


g4455199 


BLAST score 


224 


E value 


4.0e-18 


Match length 


98 


% identity 


48 


NCBI Description 


(AL03544 


Seq. No. 


21404 


Contig ID 


83220 1. 


5' -most EST 


LIB3139- 


Method 


BLASTX 


NCBI GI 


gl619321 


BLAST score 


275 


E value 


6.0e-24 


Match length 


167 


% identity 


33 


NCBI Description 


(Y07563) 


Seq. No. 


21405 



R1040 

082-P1-N1-F11 



R1040 



3439 



II 



Contig, ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83225JL.R1040 

LIB3139-082-P1-N1-G1 

BLASTN 

g4097879 

249 

1.0e-138 

372 
92 

Bean pod mottle virus complete segment RNAl polyprotem 
gene, complete cds 



Seq. No. 
Contig ID 
5' -most EST 



21406 

83230JL.R1040 
LIB3139-082-P1-N1-G8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21407 

83231JL.R1040 

kll701211143.hl 

BLASTX 

g3355480 

691 

1.0e-72 

267 

52 

(AC004218) Medicago nodulin N21-like protein [Arabxdopsis 
thaliana] 



Seq. No. 

Contig ID 
5 T -most EST 



21408 

83231__2.R1040 
bth700843553.hl 



Seq. No. 
Contig ID 
5' -most EST 



21409 

83232_1.R1040 
LIB3139-082-P1-N1-H1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21410 

83251_1.R1040 

jC-gmfl02220079g06al 

BLASTX 

g3367576 

203 

6.0e-26 

137 

48 

(AL031135) NAM / CUC2 



-like protein [Arabidopsis thaliana] 



21411 

83251_3.R1040 

LIB3139-083-P1-N1-A7 

BLASTX 

g3367576 

129 

8.0e-09 
68 

50 , 
(AL031135) NAM / CUC2 -like protein [Arabidopsis thalianaj 



3440 



Seq. No. 




Contig ID 


83251 6.R1040 


5 '-most EST 


gsv701052589.hl 


Seq. No. 


9 1 A 1 *3 


Contig id 


fi^9RQ 1 R1040 


b -most: bo 1 


T TMlTQ-081-Pl-] 


beq. INO. 


91 41 4 


Lontig id 


Qq9Q9 1 Rl 040 


3 -IUOSL £jO X 


uaw7 00665771 .hi 


L v ietnuu 


BLASTX 


NCBI GI 


g2465923 


BLAST score 


317 


E value 


6.0e-29 


Match length 


123 


% identity 


50 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



(AF024648) 
[Arabidopsis thaliana] 

21415 

83292_2.R1040 

uC-gmf Iminsoy063c05bl 

BLASTX 

g2465923 

151 

7.0e-10 

48 

56 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

21416 

83299_1.R1040 

zhf700954460.hl 

BLASTX 

g3250693 

231 

3.0e-19 

74 

53 

(AL024486) lectin like protein [Arabidopsis thaliana] 
21417 

83304_1.R1040 

jC-gmro02910069e05al 

BLASTX 

g4559346 

283 

3.0e-25 

115 

45 

(AC006585) early nodulin 16 [Arabidopsis thaliana] 
21418 

83328_1.R1040 
LIB3139-084-P1-N1-B5 



3441 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g282873 

325 

4.0e-30 

146 

49 

transforming protein (myb) homolog - Arabidopsis thaliana 
>gi_217859_dbj_BAA01730_ (D10936) ATMYB1 protein 
[Arabidopsis thaliana] 

21419 

83332_1.R1040 
LIB3139-084-P1-N1-B9 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



21420 

83336JL.R1040 

fde700874040.hl 

BLASTX 

g3450842 

405 

1.0e-39 

175 

55 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 

21421 

83341_1.R1040 

gsv701044755.hl 

BLASTX 

g2252828 

402 

3.0e-39 

112 
75 

(AF013293) No definition line found [Arabidopsis thaliana] 
21422 

83380JL.R1040 

g4313789 

BLASTX 

gll71577 

903 

2.0e-97 

321 

53 

(X95343) hypersensitivity-related gene [Nicotiana tabacum] 
21423 

83385JL.R1040 
leu701153480.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



21424 

83469JL.R1040 

uC-gmrominsoy300f08bl 

BLASTX 

g2827555 



3442 



© 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST . score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



695 

4.0e-73 

221 

32 

(AL021635) Translation factor EF-1 alpha 
[Arabidopsis thaliana] 



like protein 



21425 

83487JL.R1040 

xzm700763810.hl 

BLASTX 

g2626753 

1352 

1.0e-150 

368 

73 

(AB008782) sulfate transporter [Arabidopsis thaliana] 
21426 

83495JL.R1040 

dpv701100716.hl 

BLASTX 

g3702331 

511 

8.0e-52 

183 

58 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
21427 

83497_1.R1040 

LIB3139-086-P1-N1-D7 

BLASTX 

g3929339 

393 

5.0e-38 

135 

55 

BYSTIN >gi_1160619 (L36720) bystin [Homo sapiens] 
21428 

83517JL.R1040 

LIB3139-086-P1-N1-G4 

BLASTX 

g3550077 

174 

2.0e-12 

82 

34 

(AF071184) formin binding protein 21 [Mus musculus] 
21429 

83538JL.R1040 

LIB3139-087-P1-N1-B1 

BLASTX 

g3885341 

137 



3443 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-16 

106 

47 

(AC005623) 



unknown protein [Arabidopsis thaliana] 



21430 

83565JL.R1040 

epx701107514.hl 

BLASTX 

g2191187 

263 

6,0e-23 

93 

55 

(AF007271) contains similarity to a 
[Arabidopsis thaliana] 



DNAJ-like domain 



21431 

83569_1.R1040 

zzp700834605.hl 

BLASTX 

g3395440 

326 

4.0e-30 

182 

37 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
21432 

83572_1.R1040 

trc700563308.hl 

BLASTX 

gl769901 

413 

3.0e-40 

106 

75 

(X95737) proline transporter 1 [Arabidopsis thaliana] 
>gi_2088642 (AF002109) proline transporter 1 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21433 
83577J. 
LIB3139 
BLASTX 
g3080420 
1111 

1.0e-122 

328 

66 

(AL022604) 
thaliana] 



R1040 
087-P1- 



■N1-F5 



putative sugar transporter protein [Arabidopsis 



Seq. No. 

Contig ID 
5' -mo st EST 
Method 



21434 

83578_1.R1040 
uC-gmrominsoy2 62e02bl 
BLASTX 



3444 



IN^ol bl 


go / o y*j 


BLAST score 


1046 


E value 


1.0e-114 


Match length 


214 


^ lueallt y 




NCBI Description 


(AC005499) unknown protein [Arabidopsis thaliana] 


Seq. No. 


21435 


Contig ID 


83586 2.R1040 


5 '-most EST 


ary700764370.hl 


Seq. No. 


21436 


Contig ID 


83596 1.R1040 


5 '-most EST 


uC-gmflminsoy024b06bl 


Method 


BLASTX 




g^o4 jouo 


BLAST score 


559 


E value 


3.0e-57 


Match length 


202 


% identity 


65 


NCBI Description 


(AC005395) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


21437 


Contig ID 


83596 2.R1040 


5 '-most EST 


wvk700685816.hl 


Method 


BLASTX 


TO r*-r> T C T 

JNLol bl 




BLAST score 


190 


E value 


1.0e-14 


Match length 


87 


% identity 


4o 


NCBI Description 


(AC005395) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


21438 


Contig ID 


8oo9o 1.R104U 


5 T -most EST 


gsv701052415.hl 


Seq. No. 


21439 


Contig ID 


83607 1.R1040 


5' -most EST 


LIB3139-088-P1-N1-A8 


Seq. No. 


21440 


Contig ID 


83619 1.R1040 


5' -most EST 


LIB3139-088-P1-N1-C11 


Method 


BLASTX 


NCBI GI 


g4432860 


r>jLi/\oi score 


0 


E value 


1.0e-41 


Match length 


136 


% identity 


18 


NCBI Description 


(AC006300) putative glucose-induced repressor protein 




[Arabidopsis thaliana] 


Seq. No. 


21441 


Contig ID 


83624 1.R1040 


5' -most EST 


LIB3139-088-P1-N1-C5 


Method 


BLASTX 



3445 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3600061 
37 6 

1.0e-35 

223 
42 

(AF080120) contains similarity to DNA binding proteins 
[Arabidopsis thaliana] 

21442 

83624__3.R1040 
zzp700835928.hl 

21443 

83637J..R1040 

uC-gmflminsoy062g01bl 

BLASTX 

g2980770 

469 

9.0e-47 

121 

71 

(AL022198) putative protein kinase [Arabidopsis thaliana] 



21444 

83637_2.R1040 

uC-gmropic07 3d05bl 

BLASTX 

gl777312 

303 

2.0e-27 

82 

68 

(D30622) novel serine/threonine protein kinase 
thaliana] 



[Arabidopsis 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21445 

83639JL.R1040 

LIB3139-088-P1-N1-E4 

BLASTX 

g4324965 

183 

4.0e-14 

155 

37 

(AF114753) polytropic murine leukamia virus receptor SYG1 
[Mus musculus] 

21446 

83640_1.R1040 

LIB3139-088-P1-N1-E5 

BLASTX 

g2213588 

378 

2.0e-36 

115 

24 

(AC000348) T7N9.8 [Arabidopsis thaliana] 



3446 



Seq. No. 


21447 


Contig ID 


83644 1.R1040 


5 '-most EST 


sat701008719.hl 


Method 


BLASTX 






BLAST score 


583 


E value 


3.0e-60 


Match length 


186 


% identity 


60 


NCBI Description 


(AF001308) predicted glycosyl transferase 




thaliana] 


Seq. No. 


21448 


Contig ID 


83649 1.R1040 


5' -most EST 


LIB3139-088-P1-N1-F7 


Mpt*hoei 

lib UllVu 


BLASTX 


NCBI GI 


g3152613 


BLAST score 


225 


E value 


3.0e-18 


Match length 


90 


% identity 


58 


NCBI Description 


(AC004482) hypothetical protein [Arabidops; 


Seq. No. 


21449 


Contig ID 


83666 1.R1040 


5' -most EST 


LIB3139-089-P1-N1-A12 


Method 


BLASTX 




go4oiu / i 


BLAST score 


447 


E value 


2.0e-44 


Match length 


92 


% identity 


i?o 


NCBI Description 


(AL031326) beta adaptin - like protein [An 




thaliana] 


Con Wn 




Contig ID 


83681 1.R1040 


5' -most EST 


zhf700965292.hl 


Seq. No. 


21451 


Contig ID 


83685 1.R1040 


5' -most EST 


hrw701062252.hl 


Seq. No. 


21452 


Contig ID 


83688 1.R1040 


5' -most EST 


seb700649129.hl 


Method 


BLASTX 






BLAST score 


630 


E value 


1.0e-65 


Match length 


164 


% identity 


66 


NCBI Description 


(AC002329) predicted protein similar to S.] 




C5H10.03 [Arabidopsis thaliana] 


Seq. No. 


21453 



[Arabidopsis 



3447 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83688_2.R1040 

dpv701102739.hl 

BLASTX 

g2262159 

146 

2.0e-09 

28 
86 

(AC002329) predicted protein similar to S.pombe protein 
C5H10.03 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21454 

83719JL.R1040 

6HC-01-Q1-B1-F9 

BLASTN 

g2564044 

39 

2.0e-12 

119 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19P17, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



21455 

83721JL.R1040 
jC-gmfl02220097a03al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21456 

83725_1.R1040 

LIB3139-089-P1-N1-G6 

BLASTX 

g3021409 

183 

2.0e-13 

98 

36 

(Y12781) transducin (beta) 



like 1 protein [Homo sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21457 

83735J..R104Q 

pmv700890447.hl 

BLASTX 

g2129473 

208 

3.0e-16 

127 

40 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 



Seq. No. 
Contig ID 
5 '-most EST 



21458 

83741JL. R1040 
jC-gmst02400072d!2al 



Seq. No. 
Contig ID 
5' -most EST 



21459 

83746JL.R1040 
ncj700985757.hl 



3448 



Seg. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



21460 

83748_1.R1040 
epx701107740.hl 

21461 

83771_1.R1040 

LIB3139-090-P1-N1-F5 

BLASTX 

g2739279 

703 

5.0e-74 

272 

53 

(AJ223177) short chain alcohol dehydrogenase [Nicotiana 
tabacum] >gi_2791348_emb_CAA11154_ (AJ223178) short chain 
alcohol dehydrogenase [Nicotiana tabacum] 

21462 

83786JLR1040 
ssr700560814.hl 



Seq. No. 
Contig ID 
5 T -most EST 



21463 

83794JL.R1040 
LIB3139-091-P1-N1-A9 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



21464 

83795JUR1040 
LIB3139-G91-P1-N1-B1 

BLASTX 

g3033375 

253 

8.0e-22 

98 

50 

(AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 

21465 

83796JL.R1040 

LIB3139-091-P1-N1-B10 

BLASTX 

g2244785 

512 

8,Ge-52 

133 

71 

(297335) hypothetical protein [Arabidopsis thaliana] 
21466 

83801JL.R1040 
dpv701102901.hl 

21467 

83804JUR1040 
jC-gmro02910041008dl 



3449 



CI 



Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21468 

83805_1.R1040 

pcp700990392.hl 

BLASTX 

g4235641 

175 

8.0e-13 

72 
51 

(AF119040) NLOD [Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21469 

83822_1.R1040 

jsh701064214.hl 

BLASTX 

g3820531 

442 

1.0e-43 

146 
55 

(AF072736) beta-glucosidase [Pinus contorta] 



Seq. No. 
Contig ID 
5' -most EST 



21470 

83825_1.R1040 
rlr700900892.hl 



Seq. No. 

Contig ID 
5 '-most EST 



21471 

83837_1.R1040 
g4295443 



Seq. No. 
Contig ID 
5 '-most EST 



21472 

83844JL.R1040 
rlr700896026.hl 



Seq. No. 

Contig ID 
5' -most EST 



21473 

83852JLR1040 
LIB3139-091-P1-N1-H2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21474 

83856_1.R1040 

jC-gmf!02220101e07al 

BLASTX 

gl352440 

572 

6.0e-59 

141 

71 

EUKARYOTIC TRANSLATION INITIATION FACTOR 4E (EIF-4E) 
(EIF4E) (MRNA CAP-BINDING PROTEIN) (EIF-4F 25 KD SUBUNIT) 
(EIF-4F P26 SUBUNIT) >gi_10G2915 (U34597) p26 [Oryza 
sativa] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



21475 

83857_1.R1040 

LIB3139-091-P1-N1-H8 

BLASTX 

g2789660 



3450 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



571 

4.0e-59 

125 

86 

(AF040102) pl05 [Arabidopsis thaliana] 
21476 

83862JL.R1040 

awf 700838262. hi 

BLASTX 

g4454470 

623 

6.0e-65 

194 

64 

(AC006234) putative sugar transporter [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



21477 

83866J..R1040 
hyd700727341.hl 

21478 

83877_1.R1040 
LIB3139-092-P1-N1-G8 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



21479 

83877_2.R1040 

pmv700890865.hl 

BLASTX 

g2342730 

102 

1.0e-ll 

49 

60 

(AC002341) hypothetical protein [Arabidopsis thaliana] 
21480 

83885JL.R1040 

LIB3139-092-P1-N1-D12 

BLASTX 

g3876805 

153 

8-0e-10 

103 
37 

(Z81532) similar to Zinc finger, C3HC4 type (RING finger), 
Zinc finger, CCHC class; cDNA EST EMBL:D7 6268 comes from 
this gene; cDNA EST EMBL-.D68142 comes from this gene; cDNA 
EST EMBL:C13529 comes from this gene; cDNA EST yk208 

21481 

83894JL.R1040 

fC-gmle7000740910al 

BLASTX 

g2944385 

567 



3451 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 



3.0e-58 

235 
46 

(AF048691) calcium dependent protein kinase [Oryza sativa] 
21482 

83896_1.R1040 

uC-gmronoir028g02bl 

BLASTX 

g4510346 

404 

3.0e-39 

150 
57 

(AC006921) hypothetical protein [Arabidopsis thaliana] 
21483 

83904J..R1040 

uC-gmrominsoy300al2bl 

21484 

83904_2.R1040 
fua701037025.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



21485 

83912J..R1040 

ssr700560802.hl 

BLASTX 

g3913437 

257 

4.0e-22 

65 

75 

PUTATIVE PRE-MRNA SPLICING FACTOR AT P- DEPENDENT RNA 
HELICASE >gi_1402875_emb_CAA66825_ (X98130) RNA helicase 
[Arabidopsis thaliana] >gi_14 95271_emb_CAA66613__ (X97970) 
RNA helicase [Arabidopsis thaliana] 

21486 

83916_1.R1040 
sat701003882.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21487 

83930JL.R1040 
pcp700993631.hl 

21488 

83940JL.R1040 

LIB3139-093-P1-N1-B3 

BLASTX 

g2738996 

413 

4.0e-40 

156 

59 

(AF022457) CYP97B2p [Glycine max] 



3452 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21489 

83947_1. R1040 

LIB3139-093-P1-N1-C10 

BLASTX 

g4097880 

154 

2.0e-18 

128 
52 

(U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21490 

83954J..R1040 

zzp700833125.hl 

BLASTX 

g4104933 

259 

4.0e-22 

104 

50 

(AF042346) putative phenylalanyl-tRNA synthetase 
beta-subunit; PheHB [Homo sapiens] 



Seq* No. 
Contig ID 
5 '-most EST 



21491 

83954_2.R1040 
uaw700666337.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21492 

83955JL.R1040 

LIB3139-093-P1-N1-D11 

BLASTX 

g2651310 

314 

6.0e-29 

137 

54 

(AC002336) 
thaliana] 



putative PTR2-B peptide transporter [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21493 

83960_1.R1040 

uC-gmrominsoy213f 05bl 

BLASTX 

g3023637 

162 

6.0e-ll 

79 
44 

PROBABLE ATP-DEPENDENT RNA HELICASE HRH1 (DEAH BOX PROTEIN 

8) >gi_1362899_pir A56236 probable RNA helicase 1 - human 

>gi_807817_dbj_BAA09078_ (D50487) RNA helicase (HRH1) [Homo 
sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



21494 

83961_JL.R1040 

trc700563354,hl 

BLASTX 



3453 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



g!777312 
998 

1.0e-108 

364 

54 

(D30622) novel serine/threonine protein kinase [Arabidopsis 
thaliana] 

21495 

83971JL.R1040 
zhf700952245.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



21496 

83974JL.R1040 

LIB3139-093-P1-N1-F9 

BLASTX 

g2129698 

468 

6.0e-47 

100 

86 

protein kinase ATN1 (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_1054 633_emb_CAA63387_ (X92728) protein kinase 
[Arabidopsis thaliana] 

21497 

83979JL.R1040 
djj700605986.h2 

21498 

83980_1.R1040 
rlr700898219.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21499 

84014JL.R1040 

bth700845130.hl 

BLASTX 

g2746086 

200 

2.0e-15 

71 

54 

(AF025292) putative high-affinity potassium transporter 
[Hordeum vulgare] 



.R1040 

-094-P1-N1-B9 



21500 
84016JL. 
LIB3139- 
BLASTX 
g4455312 
173 

4.0e-12 

117 

38 

(AL035528) DnaJ-like protein [Arabidopsis thaliana] 



Seq. No. 



21501 



3454 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



84019_1.R1040 

g5057887 

BLASTX 

g2129648 

335 

4.0e-31 

74 

81 

MYB-related protein 33, 3K - Arabidopsis thaliana 
>gi_1263095_emb_CAA90809_ (Z54136) MYB-related protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21502 

84040_1.R1040 

LIB3139-094-P1-N1-F10 

BLASTX 

g3600057 

285 

2.0e-25 

154 

38 

(AF080120) similar to several Arabidopsis thaliana disease 
resistance proteins [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21503 

84040_2.R1040 

fC-gmro7000748726fl 

BLASTX 

g3600057 

157 

3.0e-10 

152 

34 

(AF080120) similar to several Arabidopsis thaliana disease 
resistance proteins [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21504 

84G55JL.R1040 

trc700565064.hl 

BLASTX 

g3355480 

181 

4.0e-13 

146 

32 

(AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



21505 

84G94JL.R1040 

g5666681 

BLASTX 

g3451071 

969 

1.0e-105 

209 

94 



3455 



NCBI Description 



© 



(AL031326) beta adaptin - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 , -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



21506 

84094_2.R1040 

LIB3139-095-P1-N1-D2 

BLASTX 

g3451071 

407 

2.0e-83 

241 

73 

(AL031326) beta adaptin - like protein [Arabidopsis 
thaliana] 

21507 

84106J..R1040 
zzp700834228.hl 

21508 

84114J..R1040 

rlr700895496.hl 

BLASTX 

g3269292 

269 

2.0e-23 

70 

66 

(AL030978) putative protein [Arabidopsis thaliana] 
21509 

84115_1.R1040 

vzy700755951.hl 

BLASTN 

g2264312 

38 

1.0e-ll 

46 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MOK16, complete sequence [Arabidopsis thaliana] 

21510 

84119_1.R1040 

jC-gmle01810009h04al 

BLASTX 

g3172023 

133 

8.0e-10 

59 

63 

(AB005804) aldehyde oxidase [Arabidopsis thaliana] 
21511 

84132_1.R1040 

LIB3139-096-P1-N1-A8 

BLASTX 



3456 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Contig ID 
5 '-most EST 

Seq. No* 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g2827552 
238 

8.0e-20 

125 

42 

(AL021635) 



predicted protein [Arabidopsis thaliana] 



21512 

84142J..R1040 

gsv701045707.hl 

BLASTX 

g3287695 

845 

6.0e-91 

207 

77 

(AC003979) 
gb_1729503 
thaliana] 



Similar to hypothetical protein C34B7.2 
from C. elegans cosmid gb 283220. [Arabidopsis 



21513 

84145J..R1040 

LIB3139-096-P1-N1-C11 

BLASTX 

g2464872 

168 

1.0e-ll 

130 

37 

(Z99707) hypothetical protein [Arabidopsis thaliana] 
21514 

84149J.. R1040 

uC-gmropic010bl2bl 

BLASTX 

g2102679 

413 

5.0e-40 

249 

40 

(U07424) putative tRNA synthetase-like protein [Homo 
sapiens] >gi_4104935_gb_AAD02221_ (AF042347) putative 
phenylalanyl-tRNA synthetase alpha- subunit; PheHA [Homo 
sapiens] 

21515 

84151_1,R1040 
uC-gmrominsoyl94cl0bl 

21516 

84152_1. R1040 

uC-gmf Iminsoy057e02bl 

BLASTX 

g2262105 

852 

1.0e-91 
251 



3457 



€1 



% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



63 

(AC002343) unknown protein [Arabidopsis thaliana] 
21517 

84161JL.R1040 
wvk700685496.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21518 

84177JL.R1040 

pcp700995578.hl 

BLASTX 

gl685005 

348 

5.0e-33 

94 

65 

(U32644) immediate-early salicylate-induced 
glucosyltransferase [Nicotiana tabacum] 



Seq.' No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21519 

84201_1.R1G40 

LIB3139-097-P1-N1-A10 

BLASTX 

g3402758 

312 

2.0e-28 

118 

56 

(AL031187) serine/threonine kinase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21520 

84217_1.R1040 

hrw701062875.hl 

BLASTX 

g4454479 

251 

3.0e-21 

74 
70 

(AC006234) putative riboflavin synthase alpha chain 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21521 

84226_1.R1040 

LIB3139-097-P1-N1-D1 

BLASTX 

g2191187 

257 

3.0e-22 

113 

46 

(AF007271) contains similarity 
[Arabidopsis thaliana] 



to a DNAJ-like domain 



Seq. No. 
Contig ID 



21522 

84257 1.R1040 



3458 



€) 



5 '-most EST 


LIB3139-114-P1-N1-F10 


Method 


BLASTX 


NCBI GI 


g3451078 


BLAST score 


346 


E value 


1.0e-32 


Match length 


154 


% identity 


51 


NCBI Description 


(AL031326) putative protei: 


Seq. No. 


21523 


Contig ID 


84279 1.R1040 


5 '-most EST 


LIB3139-098-P1-N1-A7 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


116 


E value 


2.0e-58 


Match length 


329 


% identity 


88 


NCBI Description 


Bean pod mottle virus coat 



complete middle component (M) RNA 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21524 

84296JL.R1040 

LIB3139-098-P1-N1-C12 

BLASTX 

g3831469 

379 

1.0e-36 

111 

59 

(AC005700) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21525 

84297_1.R1040 

LIB3139-098-P1-N1-C2 

BLASTX 

g2213602 

284 

2.0e-25 

117 

47 

(AC000348) T7N9.22 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
S'-most EST 



21526 

84312JL.R1040 
sat701003805.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21527 

84317JL.R1040 

uaw700661804.hl 

BLASTX 

g4559329 

245 

7.0e-28 

158 

51 

(AC007087) putative protein kinase MAP3K [Arabidopsis 



3459 



# 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] 
21528 

84320JL.RI040 
uC-gmrominsoy284cllbl 

21529 

84332JL.R1040 

LIB3139-098-P1-N1-G5 

BLASTX 

g2160177 

580 

6.0e-60 

165 

66 

(AC000132) EST gb_R64758 comes from this gene. [Arabidopsis 
thaliana] 

21530 

84365JL.R1040 

zzp700836033.hl 

BLASTX 

g4580395 

470 

4.0e-47 

147 

65 

(AC007171) putative kinesin-related protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



21531 

84367JL.R1040 

LIB3139-099-P1-N1-D10 

BLASTX 

g3877855 

264 

4.0e-23 

119 

44 

(Z34801) cDNA EST yk336d5.5 comes from this gene; cDNA EST 
yk332al0.5 comes from this gene; cDNA EST yk452d3.5 comes 
from this gene; cDNA EST yk449el2.5 comes from this gene; 
cDNA EST yk472bll.5 comes from this gene; cDNA EST E 

21532 

84382JL.R1040 
LIB3139-099-P1-N1-F3 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



21533 

84386_1.R1040 

uC-gmflminsoy018h04bl 

BLASTX 

g4056506 

553 

1.0e-70 

206 

67 



3460 



NCBI Description (AC005896) nodulin-like protein [Arabidopsis thaiiana] 



Seq. No. 


21534 


Conticr ID 


84405 1.R1040 


5' -most EST 


LIB3139-100-P1-N1-A2 


Seq. No. 


21535 


Contig ID 


84422 1.R1040 


5' -most EST 


fC-gmst700888668r7 


Method 


BLASTN 


NCBI GI 


gll42618 


BLAST score 


111 


E value 


2.0e-55 


Match length 


273 


% identity 


88 


NCBI Description 


Phaseolus vulgaris phaseol 




(PG1) mRNA, complete cds 


Seq. No. 


21536 


Contig ID 


84428 1.R1040 


5 T -most EST 


LIB3139-100-P1-N1-C9 


Method 


BLASTX 


NCBI GI 


g4454460 


BLAST score 


396 


E value 


2 . Oe-38 


Match length 


102 


o xucnux l<j 


75 


NCBI Description 


fAC006?S41 unknown nrotpin 


Seq. No. 


21537 


Contig ID 


84429 1.R1040 


5 '-most EST 


LIB3139-100-P1-N1-D1 


Method 


BLASTX 


NCBI GI 


g3785977 


BLAST score 


780 


E value 


4.0e-83 


Match length 


189 


% identitv 


78 




/ACOOSSfifn mi1-atnvp arowth 

\ tiv^ WU J J VU } *-r ULCLL.J. Ul.UVVl.il 




"hH^l n anal 

l_ll.Cl.-L J.CL11CL J 


Seq. No. 


21538 


Pont i a TD 


844^1 1 P1040 




<?Tnr7fV(V74 64^1 hi 

OHIO f L/U / *± U .J J. • ill 


Sea No 


21539 


Contig ID 


84443 1.R1040 


5 '-most EST 


zhf 700959612. hi 


Method 


BLASTX 


NCBI GI 


g2194124 


BLAST score 


330 


E value 


1. Oe-38 


Match length 


161 


% identity 


52 


NCBI Description 


(AC002062) Similar to Glyc 



G-box binding protein PG1 



[Arabidopsis 



(gb_U63725) . [Arabidopsis thaiiana] 



3461 



€> 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



21540 

84445JL. R1040 
gsv701052519.hl 

21541 

84447_1.R1040 

LIB3139-100-P1-N1-E9 

BLASTX 

g465975 

434 

7.0e-43 

137 

61 

PUTATIVE ATP- DEPENDENT RNA HELICASE T26G10.1 IN CHROMOSOME 

III >gi_482102_pir S40731 ATP-dependent RNA helicase 

homolog T26G10.1 - Caenorhabditis elegans 
>gi_3880293_emb_CAA82362_ (Z29115) similar to RNA 
helicases, deleted exon 1397-1495 which introduced stop 
codon at 3' splice; 5 1 splice looks v. good; ?possible 
alternate final exon.; cDNA EST yk368a4.3 comes from this 
gene; cDNA EST yk368a4.5 comes fr 

21542 

84447_2,R1040 
crh700856067.hl 



Seq. No. 
Contig ID 
5' -most EST 



21543 

84462_1.R1040 
LIB3139-100-P1-N1-G8 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21544 

84525_1. R1040 

LIB3139-101-P1-N1-G6 

BLASTX 

g728905 

415 

1.0e-41 

229 

45 

PROBABLE CALCIUM-TRANSPORTING ATPASE 3 (ENDOPLASMIC 

RETICULUM CA2+ -ATPASE) >gi_1078206_pir S51995 probable 

ATPase (EC 3,6.1.-) DRS2 - yeast ( Saccharomyces cerevisiae) 
>gi_171114 (L01795) ATPase [Saccharomyces cerevisiae] 
>gi_595560 (U12980) Drs2p: Membrane spanning 
Ca-ATPase (P-type) , member of the cation transport (E1-E2) 
ATPase [Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21545 

84527J.. R1040 

trc700567759.hl 

BLASTX 

g3184098 

198 

4.0e-15 

107 

44 

(AL023777) coenzyme 



a synthetase [Schizosaccharomyces 



3462 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 



pombe] 
21546 

84530JL.R1040 
kll701213664.hl 

21547 

84531JL.R1040 
LIB3139-101-P1-N1-H4 

21548 

84545_1.R1040 

g5058373 

BLASTX 

g3242708 

349 

1.0e-32 

170 
42 

(AC003040) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

21549 

84555JL.R1040 

fC-gmst700651436al 

BLASTX 

g3327275 

709 

9.0e-75 

222 
64 

(AB016002) PKn3 [Ipomoea nil] 



21550 

84568_1.R1040 
LIB3139-102-P1-N1-E1 

21551 

84576JL.R1G40 

sat701014173.hl 

BLASTX 

g3746064 

174 

2.0e-12 

52 

58 

(AC005311) unknown protein 
21552 

84599JL.R1040 
LIB3139-102-P1-N1-H10 



[Arabidopsis thaliana] 



21553 

84602JL.R1040 
jC-gmle01810023f02al 

21554 



3463 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

£ value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



84602_2.R1040 
pmv700892446.hl 

21555 

84606_1.R1040 
LIB3139-103-P1-N1-A11 

BLASTX 

g4455191 

224 

3.0e-18 

152 

5 

(AL035440) putative protein [Arabidopsis thaliana] 
21556 

84611_1.R1040 

jC-gmst02400043c01al 

BLASTX 

g3746060 

300 

6.0e-27 

123 
68 

(AC005311) unknown protein [Arabidopsis thaliana] 
21557 

84611_2.R1040 

pmv700891819.hl 

BLASTX 

g3746060 

329 

2.0e-30 

61 

95 

(AC005311) unknown protein [Arabidopsis thaliana] 
21558 

84613_1.R1040 
LIB3139-103-P1-N1-B2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



21559 

84619JUR1040 

smc700747393.hl 

BLASTX 

g2213586 

386 

6.0e-37 

192 

43 

(AC000348) T7N9.6 



[Arabidopsis thaliana] 



21560 

84620_1.R1040 

LIB3139-103-P1-N1-C1 

BLASTX 

g419789 

750 



3464 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 



2.0e-82 

213 

70 

hypothetical protein - potato 
21561 

84620_2.R1040 
vzy700754929.hl 

21562 

84624JL.R1040 

LIB3139-103-P1-N1-C3 

BLASTX 

g2459436 

528 

4.0e-54 

122 
80 

(AC002332) unknown protein [Arabidopsis thaliana] 
21563 

84628_1.R1040 

jsh701070489.hl 

BLASTX 

g4262226 

504 

6.0e-51 

140 

70 

(AC006200) putative protein kinase [Arabidopsis thaliana] 
21564 

84634JL.R1040 

zsg701125470.hl 

BLASTX 

g3548802 

277 

3.0e-30 

141 

55 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

21565 

84638JL.R1040 
pmv700891822.hl 

21566 

84647J..R1040 
zhf700963643.hl 



Seq. No. 
Contig ID 
5' -most EST 



21567 

84654JL.R1040 
zpv700758757.hl 



Seq. No. 



21568 



3465 



Contig ID 


84661J..R1040 


O IHOSt. JIjDI 


nrw /uiuouiiu * ni 


Seq. No. 


21569 


Contig ID 


84671_2.R1040 


R 1 _m/~s o +- TTQT 

D mo&t r»oi 


L.XC/UVJDODDD/ .11 J. 


osq. wo. 


Z XD / U 


Lonrig iu 
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beq. wo. 
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Method 


BLASTX 


NCBI GI 


g3080412 




91 7 


Hi VcLXUfci 




rdarcn xengtn 


xu / 


% identity 




INODX UcouX ipLlOIl 


^-tUjU<C^ DU 1 ; LJu.La.uXVt? p 


beq. wo. 


01 CTO 

^ Id / £ 


uonciy xjj 


RA £Q Q 1 T51 HAH 


D -KLOSu CiOl 


T Tn"51 To T>T ATI /""I O 

Llb^51oy-lU4— FX— Nl— C^l^ 


rut; uxivjvj. 


D J_LflO J. A 


NCBI GI 


g3600031 


BLAST score 


386 


E value 


3.0e-37 


Match length 


91 


% identity 


80 


NCBI Description 


(AF080119) similar to 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21573 

84696J..R1040 

hyd700730038.hl 

BLASTX 

g3142303 

802 

9.0e-86 

192 

80 

(AC002411) Strong similarity to MRP-like ABC transporter 
gb_U92650 from A. thaliana and canalicular multi-drug 
resistance protein gb_L4937 9 from Rattus norvegicus. 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 f -most EST 



21574 

84702JL.R1040 
uxk700668193.hl 



Seq. No. 

Contig ID 
5 f -most EST 
Method 
NCBI GI 



21575 

84711JL.R1040 
zhf700960679.hl 
BLASTX 
g3075398 



3466 



D 



BLAST score 


543 


E value 


1.0e-55 


Match length 


150 


% identity 


67 


NCBI Description 


(AC004484) unknown protein [1 




21576 


font" i a TD 


84711 2 R1040 


5 1 -most EST 


jex7009Q4331.hl 


Sea No 


21577 


Contig ID 


84720 1.R1040 


5 ' -most EST 


uaw700666970.hl 


Method 


BLASTX 


NCBI GI 


g2392771 


BLAST score 


232 


E value 


3.0e-19 


Match length 


74 


§• 1 H^n t" "i t" V 


58 


L\^OX UCOLJ Jb"^ L^JIJ. 






thaliana] 




21578 


Contia TD 


84725 1 R1040 


5 '-most EST 


LIB3139-104-P1-N1-G5 


Method 


BLASTX 


NCBI GI 


g2853083 




159 


J— < v axUC 


2 . 0e-10 


Match 1 enath 


67 


%. i H p^ti ■(* "i +■ \t 






/ZXT,n917fifi^ -nut- A-f- i *?m nrnfoin 
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Contia ID 


84727 1 R1040 


5 ' -most EST 


gsv701053894.hl 


Method 


BLASTX 


NCBI GI 


g2911042 


BLAST score 


466 


E valii£> 


2 Oe-46 


Match 1 pnnt'h 


103 


o xucui — Li—^y 


O w 




\ rtj-i u &~ -L -7 vJ J. ) szLi^j o uiioy X V OCX. d L." ' 




[Arabidopsis thaliana] 


Carr Mrs 




Print" i n TH 




5 1 -most EST 


zhf70G964346.hl 


Method 


BLASTX 


NCBI GI 


g2244990 


BLAST score 


374 


E value 


1.0e-41 


Match length 


139 


% identity 


68 



- like protein 



NCBI Description 



(297340) similarity to LIM homeobox protein 
Caenorhabditis [Arabidopsis thaliana] 



3467 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21581 

84733JL.R1040 

pxt700944738.hl 

BLASTX 

g4559331 

675 

1.0e-70 

131 

91 

(AC007087) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21582 

84733_2.R1040 

zzp700833729.hl 

BLASTX 

g4559331 

680 

2.0e-71 

147 

86 

(AC007087) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21583 

84742JL.R1040 

LIB3139-105-P1-N1-B11 

BLASTX 

g416758 

527 

1.0e-53 

160 

62 

SERINE CARBOXYPEPTIDASE PRECURSOR >gi_166674 (M81130) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi_445120_prf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



21584 

84760_1,R1040 

zsg701117457,hl 

BLASTX 

g4455335 

1009 

1.0e-110 

276 

28 

(AL035525) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21585 

84765JLR1040 

hyd700729344.hl 

BLASTX 

gl709358 

201 

4.0e-21 

132 
39 

NUCLEOSIDE-TRIPHOSPHATASE (NUCLEOSIDE TRIPHOSPHATE 



3468 



PHOSPHOHYDROLASS) (NTPASE) >gi_629638_pir S48859 

nucleoside triphosphatase - garden pea 

>gi_2129890_pir S65147 nucleoside triphosphatase 

precursor, chromat in-associated - garden pea 
>gi_563612_emb_CAA83655_ (Z32743) nucleoside triphosphatase 
[Pisum sativum] >gi_4519173_dbj_BAA75506 . 1_ (AB022319) 
nucleoside triphosphatase (NTPase) [Pisum sativum] 



Seq. No* 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21586 

84794JL.R1040 

LIB3139-105-P1-N1-H8 

BLASTX 

g2244818 

164 

4.0e-ll 

47 
62 

(Z97336) hypothetical protein [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5' -most EST 



21587 

84799J..R1040 
jC-gmst02400039h08al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21588 

84802JL.R1040 

dpv701098949.hl 

BLASTX 

g2944180 

586 

1.0e-60 

152 
73 

(AF00777 9) trehalose-6-phosphate phosphatase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



21589 

84803JL.R1040 
LIB3139-106-P1-N1-A7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21590 

84807JL.R1040 

jC-gmro02910074el2al 

BLASTX 

g4522012 

444 

1.0e-81 

232 
68 

(AC007069) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5" -most EST 
Method 
NCBI GI 
BLAST score 
E value 



21591 

84817JLR1040 

bth700849182.hl 

BLASTX 

g399505 

196 

8.0e-15 



3469 



Match length 


159 


% identity 


35 


NCBI Description 


DIMETHYLANILINE MONOOXYGENASE (N-OXIDE FORMING) 1 (FETAL 




HEPATIC FLAVIN- CONTAINING MONOOXYGENASE 1) (FMO 1) 




(DIMETHYLANILINE OXIDASE 1) >gi 105847 pir A4 087 6 




dimethyl aniline monooxygenase (N-oxide- forming) (EC 




1.14.13.8), hepatic 1 - human >gi_182671 (M64082) 




flavin-containing monooxygenase [Homo sapiens] 




>gi_4503755_ref_NP_002012.1_pFMOl__ flavin containing 




monooxygenase 


Seq. No. 


21592 


Contig ID 


84841 1.R1040 


5 '-most EST 


LIB3139-106-P1-N1-F2 


Method 


BLASTX 


NCBI GI 


gl87H84 


BLAST score 


160 


E value 


7.0e-ll 


Match length 


112 


% identity 


31 


NCBI Description 


(U90439) unknown protein [Arabidopsis thaliana] 


Seq. No. 


21593 


Contig ID 


84857 1.R1040 


5' -mo st EST 


LIB3139-106-P1-N1-H2 


Method 


BLASTX 


NCBI GI 


g3421378 


BLAST score 


876 


E value 


2.0e-94 


Match length 


234 


% identity 


71 


NCBI Description 


(AF08024 9) kinesin-like heavy chain [Arabidopsis thaliana] 


Seq. No. 


21594 


Contig ID 


84864 1.R1040 


5' -most EST 


LIB3139-107-P1-N1-A10 


Method 


BLASTX 


NCBI GI 


g2501326 


BLAST score 


509 


E value 


9.0e-52 


Match length 


118 


% identity 


76 


NCBI Description 


PYRUVATE DECARBOXYLASE >gi 2160688 (U73194) pyruvate 




decarboxylase [Emericella nidulans] 


Seq. No. 


21595 


Contig ID 


84909 1.R1040 


5' -most EST 


hrw701061973.hl 


Method 


BLASTX 


NCBI GI 


gl843462 


BLAST score 


309 


E value 


5.0e-28 


Match length 


201 


% identity 


35 



NCBI Description (L10211) isoliquiritigenin 2 1 -O-methyltransf erase [Medicago 
sativa] 



3470 



Seq. No. 


21596 


Contig ID 


84910 1.R1040 


5* -most EST 


asn701134263.hl 


Method 


BLASTX 


NCBI GI 


g3885327 


BLAST score 


403 


E value 


3.0e-39 


Match length 


107 


% identity 


73 


NCBI Description 


(AC005623) hypo 


Seq. No. 


21597 


Contig ID 


84922 1.R1040 


5' -most EST 


LIB3139-107-P1- 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


148 


E value 


1.0e-77 


Match length 


364 


% identity 


85 


NCBI Description 


Bean pod mottle 



N1-G9 



complete cds, 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



complete middle component (M) RNA 
21598 

84932JL.R1040 
pxt700943263.hl 

21599 

84941JL.R1040 

seb700653626.hl 

BLASTX 

g4006886 

223 

7.0e-18 

164 
38 

(Z99708) putative protein [Arabidopsis thaliana] 
21600 

84959JUR1040 
hrw701062283.hl 



Seq. No. 
Contig ID 
5 '-most EST 



21601 

84968_1.R1040 
LIB3139-109-P1-N1-E5 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



21602 

84979JL.R1040 
jC-gmfl02220106hllal 

21603 

84987_1.R1040 
LIB3139-109-P1-N1-G9 



Seq. No. 
Contig ID 
5* -most EST 



21604 

85009JL.R1040 
vwf700673566.hl 



3471 



CD 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 
Method 



BLASTX 

g3892204 

505 

5.0e-82 

201 
74 

(AF078105) 



site-1 protease of sterol regulatory element 



binding proteins [Cricetulus griseus] 
21605 

85014JL.R1040 

jC-gmst0240004 6h01al 

BLASTX 

g2244865 

385 

4.0e-37 

133 

61 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
21606 

85020JL.R1040 

ncj700977338.hl 

BLASTX 

gl21418 

155 

3.0e-10 

66 

50 

GLYCEROPHOS PHORYL DIESTER PHOSPHODIESTERASE PERIPLASMIC 
PRECURSOR (GLYCEROPHOSPHODIESTER PHOSPHODIESTERASE) 

>gi__95 90 6_j?ir S 15 94 5 glycerophosphodies ter 

phosphodiesterase (EC 3.1.4.46) precursor, periplasmic - 
Escherichia coli >gi_41581_emb_CAA40223_ (X56907) 
glycerophosphocholine phosphodiesterase [Escherichia coli] 
>gi_1788572 (AE000314) glycerophosphodiester 
phosphodiesterase/ periplasmic [Escherichia coli] 
>gi_1799586_dbj_BAAl6058_ (D90855) glycerophosphodiester 
phosphodiesterase (EC 3.1.4.4 6) precursor, periplasmic 

[Escherichia coli] >gi_227847_prf 1712315A 

glycerophosphoryl diester esterase [Escherichia coli] 



21607 

85061_1.R1040 

seb700648986.hl 

BLASTX 

g2760322 

730 

3.0e-77 

211 

67 

(AC002130) F1N21. 



7 [Arabidopsis thaliana] 



21608 

85061_2.R1040 

trc700561810.hl 

BLASTX 



3472 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2760322 
367 

6.0e-35 

143 

54 

(AC002130) F1N21.7 



[Arabidopsis thaliana] 



21609 

85069_1.R1040 

g4313966 

BLASTX 

g2244979 

221 

6.0e-18 

64 

67 

(Z97340) similarity to enoyl-CoA hydratase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



21610 

85081JL.R1040 
LIB3139-111-P1-N1-D12 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

1 identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



21611 

85085JL.R1040 

LIB3139-111-P1-N1-B9 

BLASTX 

gll84075 

277 

2.0e-24 

172 

3 

(U42444) Cf-2.1 [Lycopersicon pimpinelli folium] 

>gi_1587673__prf 2207203A Cf-2 gene [Lycopersicon 

esculentum] 

21612 

85091J..R1040 
sat701006116.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



21613 

85098_1.R1040 

LIB3139-111tP1-N1-D8 

BLASTX 

g2642154 

169 

7.0e-12 

107 

44 

(AC003000) unknown protein [Arabidopsis thaliana] 
>gi_3790595 (AF079186) RING-H2 finger protein RHC2a 
[Arabidopsis thaliana] 

21614 

85102JL.R1040 
uC-gmflminsoy074h09bl 



3473 



€1 



Seq. No. 


21615 


Contig ID 


85104 1.R1040 


5" -most EST 


LIB3139-111-P1-N1-E7 


Seq. No. 


21616 


Contig ID 


85108 1.R1040 


5 '-most EST 


crh700855335.hl 


Seq. No. 


21617 


Contig ID 


85109 1.R1040 


5 T -most EST 


LIB3139-111-P1-N1-F3 


Method 


BLASTX 


NCBI GI 


g2583128 


BLAST score 


423 


E value 


1.0e-60 


Match length 


172 


% identity 


72 


NCBI Description 


(AC002387) hypothetic 


Seq. No. 


21618 


Contig ID 


85149 1.R1040 


5 1 -most EST 


LIB3139-112-P1-N1-E10 


Method 


BLASTN 


NCBI GI 


g3128166 


BLAST score 


36 


E value 


1.0e-10 


Match length 


44 


% identity 


95 


NCBI Description 


Arabidopsis thaliana 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21619 

85157JL.R1040 

LIB3139-112-P1-N1-F12 

BLASTX 

g2213594 

229 

7.0e-19 

120 
38 

(AC000348) T7N9.14 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21620 

85184_1.R1040 

uC-gmrominsoy074d04bl 

BLASTX 

g2827623 

281 

5.0e-25 

60 

88 

(AL021636) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Method 



21621 

85192J..R1040 

jC-gmst02400029c08al 

BLASTX 



3474 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g383145£ 
600 

5.0e-62 

230 

55 

(AC005700) 
thaliana] 



putative ion channel protein [Arabidopsis 



21622 

85211JL.R1040 

uC-gmropicl09hllbl 

BLASTX 

g3249105 

335 

4.0e-31 

105 
58 

(AC003114) Contains similarity to protein phosphatase 2C 
tABIl) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 

21623 

85219JL.R1040 
zzp700835044.hl 



21624 

85234JL.R1040 

taw700658908.hl 

BLASTX 

g2760322 

249 

2.06-21 

106 
55 

(AC002130) F1N21. 



7 [Arabidopsis thaliana] 



21625 

85237_1.R1040 

LIB3170-074-Q1-K1-B5 

BLASTX 

g3273196 

246 

6.0e-21 

87 
64 

(AB010915) responce regulatorl [Arabidopsis thaliana] 
>gi_3323583 (AF057282) two-component response regulator 
homolog [Arabidopsis thaliana] >gi_3 9535 97_dbjJBAA3 472 6_ 
(AB008487) response regulator 4 [Arabidopsis thaliana] 

21626 

85244JL.R1040 

jC-gmle01810058f!2al 

BLASTX 

g4056431 

573 

3.0e-59 

158 



3475 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 

(AC005990) Similar to gb_AJ002532 endo-polygalacturonase 
from Arabidopsis thaliana and is a member of the 
polygalacturonase family PF_00295. [Arabidopsis thaliana] 

21627 

85259JL. R1040 
LIB3170-077-Q1-J1-B10 

21628 

85303JL.R1040 

LIB3139-115-P1-N1-B6 

BLASTN 

g2924653 

43 

6.0e-15 

51 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDA7, complete sequence [Arabidopsis thaliana] 

21629 

85303^2. R1040 

ncj700981223.hl 

BLASTN 

g2924653 

43 

5.0e-15 

51 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDA7, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



21630 

85311JL.R1Q40 

jC-gmst02400026d05al 

BLASTN 

g4138678 

142 

8.0e-74 

350 

85 

V.faba mRNA for amino acid transporter 
21631 

85312JL.R1040 

LIB3139-115-P1-N1-D6 

BLASTX 

gl542941 

781 

3.0e-83 

218 

69 

(X78116) Acetoacetyl-coenzyme A thiolase [Raphanus sativus] 
21632 

85312 2.R1040 



3476 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fC-gmro700870186f3 

BLASTX 

gl542941 

360 

2.0e-34 

85 

84 

(X78116) Acetoacetyl-coenzyme A thiolase [Raphanus sativus] 
21633 

85312_3.R1040 

zhf 700955857. hi 

BLASTX 

gl749576 

172 

2.0e-12 

74 
51 

(D89184) similar to Saccharomyces cerevisiae acetyl-CoA 
acetyltransferase, SWISS-PROT Accession Number P41338 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21634 

85316JL.R1040 

LIB3139-115-P1-N1-E6 

BLASTX 

g2623295 

141 

3.0e-17 

83 
59 

(AC002409) hypothetical protein [Arabidopsis thaliana] 
21635 

85317JL.R1040 

jC-gmst02400020g04al 

BLASTX 

g3024135 

394 

4.0e-38 

166 

50 

PUTATIVE SEPTUM SITE-DETERMINING PROTEIN MIND 
>gi_2224467__dbj_BAA57951_ (AB001684) cell division 
inhibitor MinD [Chlorella vulgaris] 

21636 

85335JL.R1040 

LIB3139-115-P1-N1-H5 

BLASTX 

g2766452 

113 

5.0e-09 

64 

55 

(AF029858) cytochrome P450 CYP71E1 [Sorghum bicolor] 



3477 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21637 

85342_1.R1040 

fOgmle700789055a4 

BLASTX 

gl871192 

507 

7,0e-51 

220 

58 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21638 

85362_1.R1040 

eep700866913.hl 

BLASTX 

g3421384 

870 

8.0e-94 

217 

74 

(AF081067) IAA-Ala hydrolase; IAA-amino acid hydrolase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21639 

85380_1.R1040 

pmv700891184.hl 

BLASTX 

gl706956 

2231 

0.0e+00 

467 

90 

(U58283) cellulose synthase 



[Gossypium hirsutum] 



Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21640 

85380_2.R1040 

jC-gmst02400077a08al 

BLASTX 

g!706956 

362 

5.0e-53 

135 

80 

(U58283) cellulose synthase 



[Gossypium hirsutum] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21641 

85395JL.R1040 

uC-gmropi cO 3 0 f 0 8bl 

BLASTX 

g!350512 

148 

2.0e-09 

106 

30 

(L47671) embryo- abundant protein [Picea glauca] 



3478 



Seq. No. 


21642 


Contig ID 


85419 1.R1040 


5* -most EST 


LIB3139-117-P1-N1-C2 


Method 


BLASTX 


NCBI GI 


g2911075 


BLAST score 


307 


E value 


6.0e-28 


Match length 


103 


% identity 


57 


NCBI Description 


(AL021960) putative 


Seq. No. 


21643 


Contig ID 


85431JL.R1040 


5' -most EST 


uC-gmropicl07g04bl 


Method 


BLASTN 


NCBI GI 


gl321626 


BLAST score 


155 


E value 


2.0e-8I 


Match length 


525 


% identity 


84 


NCBI Description 


Cucurbita sp. mRNA f 



peroxidase, complete cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21644 

85431^2. R1040 

LIB3139-117-P1-N1-E11 

BLASTX 

gl321627 

715 

9.0e-76 

163 

86 

(D83656) t hy 1 a ko id-bound ascorbate peroxidase [Cucurbita 
sp. ] 



Seq. No. 
Contig ID 
5' -most EST 



21645 

85433_1.R1040 
uC-gmropicl04f!0bl 



Seq. No. 
Contig ID 
5 '-most EST 



21646 

85433_4.R1040 
jC-gmfl02220090allal 



Seq. No. 
Contig ID 
5' -most EST 



21647 

85434JL.R1040 
fC-gmro7000746614fl 



Seq. No. 
Contig ID 
5 '-most EST 



21648 

85463JL.R1040 
LIB3139-118-P1-N1-A10 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



21649 

85464JL.R1040 

LIB3139-118-P1-N1-A12 

BLASTX 

g3413886 

183 



3479 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



2.0e-13 

126 

34 

(AB007931) KIAA0462 protein [Homo sapiens] 
21650 

85469J..R1040 

uC-gmronoir053g02bl 

BLASTX 

gl360141 

176 

1.0e-12 

119 

34 

(X97980) protein kinase [Solanum berthaultii] 
21651 

85482J..R1040 

eep700869385.hl 

BLASTX 

g4455153 

332 

1.0e-30 

139 

50 

(AL022198) putative protein [Arabidopsis thaliana] 
21652 

85484_1.R1040 

LIB3139-118-P1-N1-C6 

BLASTN 

g3510343 

35 

4.0e-10 

43 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJC20, complete sequence [Arabidopsis thaliana] 

21653 

85485J..R1040 

zzp700833901.hl 

BLASTX 

g3355480 

184 

2.0e-13 

74 

46 

(AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 

21654 

85492_1.R1040 
LIB3139-118-P1-N1-D8 



Seq. No. 
Contig ID 



21655 

85493 1.R1040 



3480 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3139-118-P1-N1-D9 

BLASTX 

g3399767 

261 

1.0e-22 

114 
41 

(u~76298) uclacyanin I 
(AC005700) uclacyanin 



[Arabidopsis thaliana] >gi_38314 66 
I [Arabidopsis thaliana] 



21656 

85560_1.R1040 

g4284159 

BLASTX 

g3193296 

285 

2.0e-25 

107 

57 

(AF069298) similar to pectinesterase [Arabidopsis thaliana] 
21657 

85562_1.R1040 

kll701212445.hl 

BLASTX 

g3152587 

833 

2.0e-89 

261 

45 

(AC002986) Similar to CREB-binding protein homolog 
gb_U88570 from D. melanogaster and contains similarity to 
callus-associated protein gb_U01961 from Nicotiana tabacum. 
EST gb_W43427 comes from this gene. [Arabidopsis thaliana] 

21658 

85590__1.R1040 

bth700846743.hl 

BLASTX 

g2842490 

257 

5.0e-22 

112 

59 

(AL021749) heat-shock protein [Arabidopsis thaliana] 



21659 

85608_1.R1040 

uC-gmflminsoy098f03bl 

BLASTX 

gl!70621 

368 

4.0e-35 

99 
70 

KINESIN-LIKE PROTEIN C 



>gi_1084 342_pir S48020 



kinesin-related protein katC - Arabidopsis thaliana 



3481 



Seq, No. 
Contig ID 
5' -most EST 



>gi_1438844_dbj_BAAG4674_ (D21138) heavy chain polypeptide 
of kinesin-like protein [Arabidopsis thaliana] 

21660 

85621_1.R1040 
LIB3139-120-P1-N1-C3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



21661 

85641_1.R1040 

g5752531 

BLASTX 

g3482974 

269 

3.0e-23 

105 

52 

(AL031369) ATP-dependent Clp proteinase-like protein 
[Arabidopsis thaliana] 

21662 

85664J..R1040 
bth700848892.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



21663 

85671JL.R104D 
uC-gmroitiinsoy048al0bl 

21664 

85678JL.R1040 

LIB3139-121-P1-N1-C10 

BLASTX 

gll68782 

218 

2.0e-17 

67 
44 

CALCIUM-BINDING PROTEIN CAST >gi_169481 (L02830) 
calcium-binding protein [Solanum tuberosum] 

21665 

85683J..R1040 

zhf700960813.hl 

BLASTX 

g2497542 

1673 

0.0e+00 

527 

76 

PYRUVATE KINASE, CHLOROPLAST ISOZYME G PRECURSOR 

>gi_629696_pir S44287 pyruvate kinase, plastid - common 

tobacco >gi_482938_emb_CAA82223_ (Z28374) Pyruvate kinase; 
plastid isozyme [Nicotiana tabacum] 

21666 

85711_1.R1040 

jex700903565.hl 

BLASTX 



3482 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2661412 
216 

1.0e-33 

162 
59 

(AJ000728) MAP kinase kinase [Lycopersicon esculentum] 
21667 

85717_1.R1040 

uC-gmflminsoy037a03bl 

BLASTX 

g4262186 

799 

l,Qe-85 

196 

79 

(AC005508) Highly similar to cullin 3 [Arabidopsis 
thaliana] 



Seq* No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21668 

85718JL.R1040 

uC-gmrominsoy070gl2bl 

BLASTX 

gl402886 

924 

1.0e-100 

236 
74 

(X98130) unknown [Arabidopsis thaliana] 



21669 
85745_1 
LIB3139 
BLASTX 
g2642158 
249 

4.0e-21 

51 

86 

(AC003000) 



R1040 

122-P1-N1-B4 



hypothetical protein [Arabidopsis thaliana] 



21670 

85745_2.R1040 
jex700905378.hl 

21671 

85749_1.R1040 

gsv701056504.hl 

BLASTX 

g3068704 

639 

5.0e-67 

137 

45 

(AF049236) unknown 



[Arabidopsis thaliana] 



Seq. No. 



21672 



3483 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 



85758JL.R1040 

kll701213348.hl 

BLASTX 

g3122313 

234 

2.0e-19 

89 
54 

LEC14B HOMOLOG >gi_2351587 
armeniaca] 



(U82760) LEC14B homolog [Prunus 



21673 

85772_1.R1040 

LIB3139-122-P1-N1-E9 

BLASTX 

g2281115 

693 

9.0e-73 

336 

65 

(AC002330) putative cullin-like 1 protein [Arabidopsis 
thaliana] 

21674 

85783JL.R1040 
leu701151060.hl 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 



21675 

85786_1.R1040 
g5058118 

21676 

85787JL.R1040 

LIB3170-050-Q1-J1-A4 

BLASTX 

g2980806 

199 

2.0e-15 

59 
58 

(AL022197) putative protein [Arabidopsis thaliana] 
21677 

85803JL.R1040 
LIB3167-023-P4-K4-H2 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



21678 

85817_1.R1040 
hyd700728723.hl 

21679 

85817_2.R1040 
g4405696 

21680 

85821_1.R1040 
asn701138644.hl 



3484 



Method 


BLASTX 


NCBI GI 


g4539418 


BLAST score 


406 


E value 


1.0e-39 


Match length. 


125 


% identity 


68 


NCBI Description 


(AL049171) caffeoyl-CoA O-methyltransf erase- 




[Arabidopsis thaliana] 


Seq. No. 


21681 


Contig ID 


85824 1.R1040 


5' -most EST 


hrw701057807.hl 


Seq. No. 


21682 


Contig ID 


85824 2.R1040 


5 1 -most EST 


kll70T215417.hl 


Sea No 


21683 


Contig ID 


85894 1.R1040 


5 1 -most EST 


LIB3167-002-Q1-K1-E6 


Method 


BLAST N 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


36 


%. \ HpTlf" 1 t V 


100 


NCBI Descriotion 


Xenopus laevis cDNA clone 27A6— 1 


JCI^i Vi \J * 


21684 


Contig ID 


85915 1.R1040 


5 '-most EST 


pxt700942694 .hi 


Method 


BLASTX 


NCBI GI 


g2129473 


BLAST score 


214 


E value 


3. Oe-17 


M^ir'h 1 print* li 


77 


% identity 


53 


NPRT npsP7*iDl"i nn 


afabi nocral art an- li kp Drotein — loblollv oine 




(U09556) arabinogalactan-like protein [Pinus 


Seq. No. 


21685 


Contig ID 


85951 1.R1040 


5 '-most EST 


uC- gmropi cO 7 4 f 0 3b 1 


Method 


BLASTX 


NCBI GI 


g3193287 


BLAST score 


325 


F, Vrl 1 UP 
J_J V CLX Uu 


5 Oe-30 


Match length 


80 




u u 


NCBI Description 


(AF069298) Arabidopsis predicted protein of 




function T10P11.19 (GB: AC002330 ) [Arabidopsi 


Seq, No. 


21686 


Contig ID 


85953 1.R1040 


5 '-most EST 


LIB3167-004-P1-K1-C7 



Seq. No. 



21687 



3485 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



85991_1.R1040 

uC-gmflminsoy028e02bl 

BLASTX 

g2244929 

254 

1.0e-21 

164 

38 

(Z97339) unnamed protein product [Arabidopsis thaliana] 
21688 

86002JL.R1040 

g4397455 

BLASTX 

g4567310 

262 

2.0e-22 

62 
81 

(AC005956) unknown protein [Arabidopsis thaliana] 
21689 

86018_1.R1040 
LIB3167-010-P1-K1-B9 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21690 

86026_1.R1040 

uC~gmflminsoy089c05bl 

BLASTX 

g4510426 

824 

3.0e-88 

325 

54 

(AC006929) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



21691 

86046JL.R1040 
jC-gmle01810013e07dl 



Seq. No. 

Contig ID 
5' -most EST 



21692 

86065_1.R1040 
kntv700742883.hl 



Seq. No. 
Contig ID 
5' -most EST 



21693 

86067JL.R1040 
LIB3167-010-P1-K1-H4 



Seq. No. 
Contig ID 
5' -most EST 



21694 

86097_1.R1040 
kmv700738073.hl 



Seq. No. 
Contig ID 
5' -most EST 



21695 

86124_1.R1040 
LIB3167-017-P1-K1-A3 



Seq. No. 



21696 



3486 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86148_1.R1040 

sat701004377.hl 

BLASTX 

g3831447 

146 

8.0e-09 

112 

34 

(AC005819) putative extensin [Arabidopsis thaliana] 
>gi_4415943_gb_AAD20173_ (AC006418) putative extensin 
[Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5* -most EST 



21697 

86159_1.R1040 
jC-gmf!02220061a09dl 



Seq. No. 
Contig ID 
5' -most EST 



21698 

86180_1.R1040 
jC-gmro02910005f03al 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21699 

86206_1.R1040 

LIB3167-019-P1-K1-B7 

BLASTX 

gll68646 

331 

1.0e-30 

179 

36 

GTP-BINDING PROTEIN ERA HOMOLOG (BEX PROTEIN) >gi_606745 
(U18532) Bex [Bacillus subtilis] >gi_130382 6__dbj__BAA12482_ 
(D84432) YqfH [Bacillus subtilis] >gi_2634961_emb_CAB14458_ 
(Z99116) GTP-binding protein [Bacillus subtilis] 
>gi_2634975_emb_CAB14471_ (Z99117) GTP-binding protein 
[Bacillus subtilis] 



Seq. No. 
Contig ID 
S'-most EST 



21700 

86224JL.R1040 
jC-gmle01810018e!2a2 



Seq. No. 

Contig ID 
5 '-most EST 



21701 

86224_2.R1040 
LIB3167-019-P1-K1-F1 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21702 
86255_1 
LIB3167 
BLASTX 
g4469021 
€35 

3.0e-66 

160 

77 

(AL035602) 



R1040 
027-P1- 



K1-B8 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



21703 

86260 1.R1040 



3487 



D IIIO o L HiO i 


T TFm £7-fl97-P1 -Kl -P9 


beq. wo. 


Zl / U4 


^UllUly XU 


Rfi9fifi 1 

Out.UO 1 1 IMUtU 




s^rt70Tl ^81 S3 hi 

acilJ UllJUU^t 111 


Method 


BLASTX 


NCBI GI 


g4220524 




1 99 

X z> C 


111 VdlU6 


z . ue x^i 


Match length 


106 


% identity 


51 




J J J JD / putaLl VC piULcXU j_.Tl.J_ diJXV>HJ^O X O L.I1CI-L-L 0.110. j 


Seq. No. 


21705 


Contig ID 


86273 1.R1040 






beq. jno . 


91 7fi £ 


L-onxxg xu 


O0ZO/ X.KXU4±U 


vJ iUU 0 L, DO J. 


T.TR^I ^7-097-PI -K1 -F1 1 


beq. no. 




C*r>,r> +* -! /t T Pi 

coiiLig id 


Q CO Q1 1 pi fid n 
OOZ-71 X.rvXU^U 


O ILIOS L J1D1 


Xeii/UXXfi^y / *± •111 


Method 


BLASTN 


NCBI GI 


g2224728 


EJiotibi scoive 


1 fi ^ 


E value 


/ . ue oz 


Match length 


271 


% identity 


87 


wool ueacripLioii 


Viylla XaQ.la.La. Itli\LN/i XOIV ril-lXZZO^ COIIipXfeJ l-c OUb 


Seq. No. 


21708 


Contig ID 


86314JL.R1040 




XiXDjXO / UZ i? r X~1\X — 


Seq. No. 


21709 


Contig ID 


86328_1.R1040 


0 "ITIOSC -Lbl 


T TH^1 CC7 — fi9Q_P1 —iri _t3/ 
laXDOXO / ri £\.l D*i 


Seq. No. 


21710 


Contig ID 


86335JL.R1040 


D — ITlOStl ilibi 


T T"D"51 an AOQ D1 T^l m 1 

ijXtjJX 0 / — Uz y-ri- J5.X— UXX 


Seq. No. 


zX /IX 


Contig ID 


00 J Jy_X . R1U4U 


O ~lUOSL &b 1 


IiXis^xd /~uzy rl~J\X— CO 


beq. No. 


Z X / iz 


uoncig 


OOjjj X.IS.XU4U 


*J MHJo U Hi O 1 


T.TR^I 67-D9Q — PI -K1 — F1 

iiiOJlU/ UZ-3 rl ul XLii 


Method 


BLASTX 


NCBI GI 


g3912926 


BLAST score 


160 


E value 


2.Ge-10 


Match length 


131 


% identity 


40 



3488 



f) 



NCBI Description (AF001308) drought- induced- 19-like 1 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No, 
Contig ID 
5 1 -most EST 



21713 

86369_1.R1040 
eep700863812.hl 

21714 

86381_1.R1040 
LIB3167-029-P1-K1-G4 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



21715 

8 638 4_1. RIO 40 
g5509008 



.R1040 

-031-P1-K1-B6 



21716 
86412JL. 
LIB3167- 
BLASTX 
g4204315 
357 

7.0e-34 

105 

61 

(AC003027) Unknown protein [Arabidopsis thaliana] 
21717 

86415JL.R1040 

LIB3167-031-P1-K1-C1 

BLASTN 

g3413169 

37 

2.0e-ll 

61 

90 

Cicer arietinum mRNA for 4 OS ribosomal protein S6, partial 
21718 

86426J..R1040 
LIB3167-031-P1-K1-C9 



Seq. No. 

Contig ID 
5' -most EST 



21719 

86431JL.R1040 
LIB3167-031-P1-K1-D2 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
S'-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



21720 

86453JL.R1040 
jC-gmst02400036dlOal 

21721 

86458JL.R104G 

jC-gmst02400025e07al 

BLASTX 

g3152582 

268 

2.0e-23 

140 

43 



3489 



CD 



NCBI Description (AC002986) YUP8H12R. 20 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21722 

86467JL.R1040 

zhf700954552.hl 

BLASTX 

g2655008 

319 

3.0e-29 

123 

51 

(AF017144) (1-4) -beta-mannan endohydrolase [Lycopersicon 
esculentum] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21723 

86481JL.R1040 

leu701154685.hl 

BLASTX 

g4467130 

526 

1.0e-10I 

248 

77 

(AL035538) glycosyltransf erase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21724 

86485JL.R1040 

epx701105561.hl 

BLASTX 

g4508069 

231 

6.0e-19 

148 

38 

(AC005882) 12246 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21725 

86497JL.R1040 

vzy700751850.hl 

BLASTX 

g2132018 

214 

5.0e-17 

105 

46 

hypothetical protein YOL135c - yeast (Saccharomyces 
cerevisiae) >gi_JL4 2002 6_emb_CAA9 915 6_ (Z74877) ORF YOL135c 
[Saccharomyces cerevi s iae ] >gi_l 62 8 4 4 0_emb_CAA6 4 7 3 4_ 
(X95465) ORF [Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 



21726 

86501JL.R1040 

ssr700559764.hl 

BLASTX 

g4490706 

582 



3490 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



4.0e-60 

182 

67 

(AL035680) putative protein [Arabidopsis thaliana] 
21727 

86511_1.R1040 
k!1701208626.hl 



Seq. No. 
Contig ID 
5' -most EST 



21728 

86531J..R1040 
LIB3167-038-P1-K1-H10 



Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 



21729 

86574J..R1040 

LIB3170-039-Q1-K2-E11 

BLASTX 

g3063439 

448 

4.0e-44 

119 

76 

(AC003981) F22013.1 [Arabidopsis thaliana] 
21730 

86582_2.R1040 
uaw700660977.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



21731 

86582_3.R1040 
wrg70G786643.hl 

21732 

86587J..R1040 
zhf700951882.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



21733 

86605JL.R1040 

g5666932 

BLASTX 

gl362056 

268 

2.0e-23 

92 

55 

trypsin inhibitor precursor (clone ATI21) - alfalfa 
>gi_509374_emb_CAA56254_ (X79880) serine proteinase 
inhibitor [Medicago sativa] 

21734 

86613JL.R1040 

epx701106478.hl 

BLASTX 

g3006152 

156 

3.0e-10 
108 



3491 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



37 

(AL022299) hypothetical protein [Schizosaccharomyces pombe] 
21735 

86613_2.R1040 
epx701109254.hl 

21736 

86614_1.R1040 

LIB3167-049-P1-K1-D6 

BLASTX 

g2129516 

382 

1.0e-36 

154 
48 

1-aminocyclopropane-l-carboxylate oxidase homolog (clone 
2A6) - Arabidopsis thaliana >gi_599622_emb_CAA58151_ 
(X83096) 2A6 [Arabidopsis thaliana] >gi_2809261 (AC002560) 
F21B7.30 [Arabidopsis thaliana] 

21737 

86627J..R1040 
LIB3167-049-P1-K1-F1 



Seq. No. 
Contig ID 
5' -most EST 



21738 

86638JL.R1040 
awf700837485.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



21739 

86652_1.R1040 
gsv701047912.hl 

21740 

86662JL.R1040 

jsh701066581.hl 

BLASTX 

gl708462 

542 

2.0e-55 

140 

70 

IAA-AMINO ACID HYDROLASE HOMOLOG 2 PRECURSOR >gi_902791 
(U23796) ILL2 [Arabidopsis thaliana] 

21741 

86695J..R1040 
LIB3167-050-P1-K1-D8 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



21742 

86698 JL.R1040 

2hf700951984.hl 

BLASTX 

g2497486 

268 

2.0e-23 
64 



3492 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



81 

URIDYLATE KINASE (UK) (URIDINE MONOPHOSPHATE KINASE) (UMP 
KINASE) >gi_2121275 (AF000147) UMP/CMP kinase [Arabidopsis 
thaliana] 



21743 

86699_1.R1040 

jC-gmro02910021fllal 

BLASTX 

g4105798 

263 

9.0e-23 

138 
41 

(AF049930) PGP237-11 



[Petunia x hybrida] 



21744 

86702JL.R1040 
wvk700683119.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



21745 

86705JL.R1040 
jC-gmro02800031hllal 

21746 

86712_1.R1040 
LIB3167-050-P1-K1-F5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



21747 

86720JL.R1040 

dpv701100978.hl 

BLASTX 

gl039318 

208 

1.0e-16 

70 
56 

(Z30093 
sapiens 



basic transcription factor 2, 35 kD subunit [Homo 
>gi_4504199_ref_NP_001507 . l_pGTF2H3_ general 



transcription factor IIH, polypeptide 3 (34kD subunit) 
21748 

86721J..R1040 
LIB3167-050-P1-K1-G4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21749 

86727_1.R1040 

kll701214673.hl 

BLASTX 

gl084397 

360 

3.0e-34 

133 

58 

P541 protein - Pepper >gi_840729_emb_CAA54 961_ (X78030) 
putative chromoplastic oxydo-reductase [Capsicum annuum] 



3493 



# 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21750 

86827_1.R1040 
zsg701118635.hl 

21751 

86864_1.R1040 

jsh701065633.hl 

BLASTX 

g2459435 

451 

6.0e-45 

135 

65 

(AC002332) putative serine carboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



21752 

86868JL.R1040 
LIB3167-077-P1-K2-F5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21753 

86871JL.R1040 

jC-gmro02910062ellal 

BLASTX 

g3335378 

513 

6.0e-57 

162 

65 

(AC003028) 
thaliana] 



Myb-related transcription activator [Arabidopsis 



Seq. No. 
Contig ID 
5' -mo st EST 



21754 

86873J..R1040 
txt700734516.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 



21755 

86950_1.R1040 

kll701212701.hl 

BLASTX 

gl730910 

176 

1.0e-12 

136 
40 

HYPOTHETICAL 23.1 KD PROTEIN IN BSAA-ILVD INTERGENIC REGION 
>gi_1256633 (L77246) putative [Bacillus subtilis] 
>gi_2 634 60 9_emb_CABl 41 07_ (299115) similar to hypothetical 
proteins [Bacillus subtilis] 

21756 

86951JL.R1040 

LIB3167-078-P1-K2-A8 

BLASTX 

g2827282 

189 

6.0e-14 



3494 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



111 
37 

(AFO40701) TATA binding protein associated factor [Homo 
sapiens] 

21757 

86957_1.R104G 
uC-gmropic097dl2bl 

21758 

86978_1.R1040 

LIB3167-078-P1-K2-D7 

BLASTX 

g4455198 

440 

3.0e-43 

177 

56 

(AL035440) putative protein [Arabidopsis thaliana] 
21759 

86980_1.R1040 

zhf700956702.hl 

BLASTX 

g3250695 

172 

4.0e-12 

65 

54 

(AL024486) putative protein [Arabidopsis thaliana] 
21760 

86980__2.R1040 
jC-gmro02910039c04al 

21761 

86995__1.R1040 

LIB3170-017-Q1-J1-B9 

BLASTX 

g4455365 

282 

4.0e-25 

59 

80 

(AL035524) putative protein [Arabidopsis thaliana] 
21762 

86997JL.R1040 
LIB3167-078-P1-K2-F8 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



21763 

87033_1.R1040 

LIB3170-001-Q1-J1-A3 

BLASTX 

g4006827 

233 

8.0e-23 



3495 



Match length 92 

NCBI^escription (AC005970) subtilisin-like protease [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21764 

87035JL.R1040 

LIB3170-001-Q1-J1-A8 

BLASTX 

g3915194 

183 

3.0e-13 

120 
38 

HYPOTHETICAL TRANSTHYRETIN- LIKE PROTEIN R09H10.3 
CHROMOSOME IV >gi__3879090_emb_CAB00872__ (Z77134) 
to Sheep transthyretin precursor (SW: TTHY_SHEEP) 
[Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



IN 

Similarity 



21765 

87036_1.R1040 

jC-gmle01810063f02dl 

BLASTX 

g3335374 

353 

2.0e-33 

78 

82 

(AC003028) glutaredoxin-like protein [Arabidopsis thaliana] 
21766 

87049_1.R1040 

LIB3170-001-Q1-J1-D3 

BLASTX 

g3831471 

552 

2.0e-56 

160 

(AC005700) hypothetical protein [Arabidopsis thaliana] 
21767 

87101_1.R1040 
LIB3170-001-Q1-K1-E11 

21768 

87132JL.R1040 
LIB3170-002-Q1-J1-A8 

21769 

87150_2.R1040 

fC-gmse700839380bl 

BLASTX 

g4006829 

470 

7.0e-67 

212 

62 



3496 



# 



NCBI Description (AC005970) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21770 

87150_3.R1040 
LIB3170-037-Q1-J1-F1 

21771 

87219JL.R1040 

LIB3170-003-Q1-J1-A12 

BLASTX 

g2342683 

721 

2.0e-76 

144 

88 

(AC000106) Contains similarity to Bos beta-mannosidase 
(gb_U46067). [Arabidopsis thaliana] 

21772 

87225_1.R1040 

2sg701118819.hl 

BLASTX 

g3769673 

503 

8.0e-51 

115 
76 

(AF095285) Tic20 [Pisum sativum] 
21773 

87229_1.R1040 

LIB3170-003-Q1-J1-B4 

BLASTX 

g2769642 

223 

4.0e-18 

60 

67 

(Z97215) nine-cis-epoxycarotenoid dioxygenase [Lycopersicon 
esculentum] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



21774 

87243JL.R1040 
jC-gmle01810064cl2dl 

21775 

87244_1.R1040 
LIB3170-006-Q1-J1-D11 



Seq. No. 

Contig ID 
5 '-most EST 



21776 

87257JL.R1040 
LIB3170-003-Q1-K1-G12 



Seq. No. 
Contig ID 
5 '-most EST 



21777 

87264_1.R1040 
LIB3170-003-Q1-J1-H7 



3497 



Seq. No. 
Contig ID 
5' -most EST 



21778 

87266_1.R1040 
LIB3170-042-Q1-J1-H9 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



21779 

87352JL.R1040 

jC-gmfl02220073a03dl 

BLASTX 

g2760839 

174 

2.0e-12 

83 

45 

(AC003105) putative receptor kinase [Arabidopsis thaliana] 
21780 

87358JL.R1040 

fua701036931.hl 

BLASTX 

gl209756 

179 

6.0e-13 

48 

71 

(U43629) integral membrane protein [Beta vulgaris] 
21781 

87367JL.R1040 
LIB3170-004-Q1-J1-F3 



Seq. No. 

Contig ID 
5 '-most EST 



21782 

87376_1.R1040 
LIB3170-004-Q1-K1-H6 



Seq. No. 

Contig ID 
5 '-most EST 



21783 

87449JL.R1040 
LIB317 0-012-Q1-J1-B4 



Seq. No. 
Contig ID 
5 '-most EST 



21784 

87464_1.R1040 
LIB3170-005-Q1-J1-E10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21785 

87465_1.R1040 

LIB3170-005-Q1-J1-E2 

BLASTX 

g2583135 

150 

1.0e-09 

50 

64 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
>gi_3822216 (AF074948) FIL [Arabidopsis thaliana] 
>gi_4 322477_gb_AAD16053_ (AF087015) abnormal floral organs 
protein [Arabidopsis thaliana] 



Seq. No. 



21786 



3498 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87478_1.R1040 

LIB3170-005-Q1-J1-F5 

BLASTX 

gl352439 

279 

8.0e-25 

73 

70 

EUKARYOTIC TRANSLATION INITIATION FACTOR 5 (EIF-5) 
>gi_1008881 (L47221) eukaryotic initiation factor 5 
[Phaseolus vulgaris] 



Seq. No. 
Contig ID 
5 '-most EST 



21787 

87492_1.R1040 
LIB3170-005-Q1-J1-H8 



Seq. No. 
Contig ID 
5 '-most EST 



21788 

87501_1.R1040 
LIB3170-005-Q1-K1-B4 



Seq. No. 
Contig ID 
5 '-most EST 



21789 

87520_1.R1040 

uC-gmf Iminsoy042a04bl 



Seq. No. 
Contig ID 
5 '-most EST 



21790 

87520__2.R1040 
gsv701049687.hl 



Seq. No. 

Contig ID 
5 '-most EST 



21791 

87598_1.R1040 
LIB3170-006-Q1-J1-H6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21792 

87620JL.R1040 

LIB3170-006-Q1-K1-E4 

BLASTX 

g2062167 

444 

5.0e-44 

133 

65 

(AC001645) 
thaliana] 



Proline-rich protein APG isolog [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 



21793 

87644_1.R1040 
LIB3170-007-Q1-J1-A4 



Seq. No. 
Contig ID 
5 '-most EST 



21794 

87662_1.R1040 
LIB3170-007-Q1-K1-D5 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



21795 

87706_1.R1040 

LIB3170-007-Q1-K1-D12 

BLASTN 

g3641869 



3499 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 f -most EST 



62 

4.0e-26 

98 

91 

Cicer arietinum epicotyl EST, clone Canl33 



21796 

87744_1.R1040 

LIB3170-009-Q1-J1-E10 

BLASTN 

g498788 

97 

4.0e-47 

197 

87 

S. tuberosum (Desiree) 



cycl II mRNA. for cytochrome cl 



21797 

87754_1.R1040 
LIB3170-009-Q2-K1-A4 

21798 

87785_1.R1040 
leu701147452.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21799 

87918_1.R1040 

LIB3170-010-Q1-J1-B4 

BLASTX 

g4467130 

158 

2.0e-10 

40 

75 

(AL035538) 
thaliana] 



glycosyltransferase like protein [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21800 

87940JL.R1040 
LIB3170-010-Q1-J1-F12 

21801 

88008_1.R1040 
LIB3170-011-Q1-J1-A5 

21802 

88040_1.R1040 

g5057504 

BLASTX 

g3063450 

501 

2.0e-50 

133 

69 

(AC003981) F22013.12 



[Arabidopsis thaliana] 



Seq. No. 



21803 



3500 




Contig ID 


88051 1.R1040 


5' -most EST 


LIB3170-011-Q1-J1-H7 


Method 


BLASTX 


NCBI GI 


g4249418 


Diiiioi score 


0 1 ^ 


E value 


2.0e-19 


Match length 


74 


% identity 


19 


NCBI Description 


(ACuOoO/z) putative zinc-tinger protein (C-xo-C-xo-C-xJ-H 




type domains), 5' partial [Arabidopsis thaliana] 


Seq. No. 


21804 


contig ID 


oo\JD£. 1.K1U4U 


5 1 -most EST 


jC-gmst 0240004 9h04dl 


Seq. No. 


21805 


contig id 


oollU 1.KIU4U 


5 T -most EST 


LIB3170-012-Q1-J1-A6 


Seq. No. 


21806 


Contig ID 


00*110 1 ni n yi n 
oollo 1.R1U40 


5 T -most EST 


LIB3170-012-Q1-J1-B8 


Seq. No. 


21807 


Contig ID 


8ol2o 1.R1U40 


5 T -most EST 


LIB3170-012-Q1-J1-D2 


Seq. No. 


21808 


Contig ID 


88131 1.R1040 


5" -most EST 


fC-gmle700556983bl 


Seq. No. 


21809 


Contig ID 


88153 1.R1040 


5' -most EST 


LIB3170-012-Q1-J1-H6 


Seq. No. 


21810 


Contig ID 


oolo2 1.R1U40 


5' -most EST 


trc700563819.hl 


Seq. No. 


21811 


Contig ID 


88217 1.R1040 


5' -most EST 


jsh701070009.h2 


Seq. No. 


21812 


Contig ID 


88233 1.R1040 


5' -most EST 


LIB3170-013-Q1-J1-E3 


Method 


BLASTX 


NCBI GI 


1 C1 1 "J 

gJ41oll7 


BLAST score 


327 


E value 


5.0e-31 


Match length 


70 


% identity 


47 


NCBI Description 


(AF081203) villin 3 [Arabidopsis thaliana] 


Seq. No. 


21813 


Contig ID 


88237 1.R1040 


5 T -most EST 


jC-gmfl02220131al0al 



3501 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21814 

88247J..R1040 

LIB3170-026-Q1-J1-H9 

BLASTX 

g629561 

377 

4.0e-36 

115 
58 

SRG1 protein - Arabidopsis thaliana 
>gi_479047_emb_CAA55654_ (X79052) SRG1 
thaliana] 



[Arabidopsis 



Seq. No. 
Contig ID 
5 1 -most EST 



21815 

88248JL.R1040 
LIB3170-013-Q1-J1-G12 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21816 

88255_1.R1040 

LIB3170-013-Q1-J1-H10 

BLASTX 

g3122254 

189 

2.0e-14 

48 
73 

EUKARYOTIC TRANSLATION INITIATION FACTOR 6 (EIF-6) 
>gi_2642164 (AC003000) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



21817 

88305_1.R1040 

LIB3170-013-Q1-K1-G12 

BLASTX 

g3037045 

170 

1.0e-ll 

192 
26 

(AF052621) hypothetical protein COX4AL [Mus musculus] 
21818 

88327_1.R1040 
jsh701065732.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21819 

88344JL.R1040 

LIB3170-014-Q1-J1-E6 

BLASTN 

g2315210 

34 

4.0e-10 

70 
87 

Lycopersicon esculentum mRNA for proteasome, alpha subunit 



3502 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 



21820 

88348_1.R1040 
LIB3170-014-Q1-K1-F11 

21821 

88355_1.R1040 

LIB3170-014-Q1-K1-G3 

BLASTX 

g3548808 

485 

7.0e-49 

104 

84 

(AC005313) unknown protein [Arabidopsis thaliana] 
21822 

88366JL.R1040 

LIB3170-014-Q1-K1-A5 

BLASTX 

g4559327 

283 

4.0e-25 

141 

45 

(AC007087) hypothetical protein [Arabidopsis thaliana] 
21823 

88376JL.R1040 
jC-gmle01810047al2dl 

21824 

88428_1.R1040 
LIB3170-015-Q1-J1-C2 

21825 

88437JL.R1040 
LIB3170-015-Q1-J1-D5 

21826 

88450_1.R1040 

jC-gmle01810094h02dl 

BLASTX 

g2894611 

164 

3.0e-ll 

154 

34 

(AL021889) putative protein [Arabidopsis thaliana] 
21827 

88454JL.R1040 
LIB3170-015-Q1-K1-H2 

21828 

88459JL.R1040 
jC-gmfl02220104d03dl 



3503 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21829 

88513J..R1040 
LIB3170-086-Q1-J1-D1 

21830 

88515JL.R1040 

jC-gmfl02220077h07dl 

BLASTX 

g557084 

158 

3.0e-10 

115 

5 

(L35601) ankyrin 
>gi_1092123_prf_ 



[Drosophila melanogaster] 

2022340A ankyrin [Drosophila melanogaster] 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 



21831 

88515__2.R1040 
LIB3170-016-Q1-J1-A6 

21832 

88520_1.R1040 

LIB3170-016-Q1-J1-B3 

BLASTX 

g3540181 

402 

4.0e-39 

136 

57 

(AC004122) Unknown protein [Arabidopsis thaliana] 
21833 

88522JL.R1040 
LIB3170-016-Q1-J1-B5 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 



21834 

88543JL.R1040 

LIB3170-016-Q1-J1-E9 

BLASTX 

g3264759 

437 

4.0e-43 

109 

79 

(AF071889) 40S ribosomal protein S8 
21835 

88561_1.R1040 
uaw700664307.hl 



[Prunus armeniaca] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



21836 

88669JL.R1040 
LIB3170-017-Q1-K1-E2 

21837 

88676J..R1040 

uC- grnr omin s oy 1 0 6 e 1 2 b 1 



3504 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21838 

88679_1.R1040 

LIB3170-017-Q1-K1-F2 

BLASTX 

g3738315 

359 

5.0e-34 

102 

70 

(AC005170) unknown protein [Arabidopsis thaliana] 
21839 

88709_1.R1040 

jC-gmle01810048flldl 

BLASTX 

g2119045 

463 

5.0e-4 6 

129 
71 

small nuclear ribonucleoprotein U1A - potato 
>gi_1050840_emb_CAA90282_ (Z49990) UlsnRNP-specific 
protein, U1A [Solanum tuberosum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21840 

88727_1.R1040 

LIB3170-018-Q1-J1-D4 

BLASTX 

g3738298 

465 

3.0e-46 

165 

55 

(AC005309) unknown protein [Arabidopsis thaliana] 
>gi_424 9394 (AC006072) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



21841 

88795JL.R1040 
jC-gmro02910005d07dl 



Seq. No. 
Contig ID 
5 '-most EST 



21842 

88825JL.R1040 
LIB3170-019-QW1-H7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21843 

88872_1.R1040 

LIB317 0-020-Q1-J1-A11 

BLASTX 

g266410 

605 

1.0e-62 
184 

72 

CDC2+/CDC28-RELATED PROTEIN KINASE R2 >gi_82507_pir S13934 

protein kinase (EC 2.7.1.37) chain cdc2/cdc28 homolog - 



3505 



rice >gi_20194_emb_CAA41172_ (X58194) cdc2+/CDC28-related 
protein kinase [Oryza sativa] 

Seq. No. 21844 

Contig ID 88872_2 .R1040 

5' -most EST jC-gmle01810054h09dl 

Seq. No. 21845 

Contig ID 88876JL .R1040 

5 '-most EST LIB3170-020-Q1-K1-B11 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 ' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 ? -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



21846 

88904J..R1040 
LIB3170-020-Q1-J1-G1 

21847 

88909JL.R1040 

LIB3170-020-Q1-J1-G5 

BLASTX 

g4490741 

244 

1.0e-20 

117 

46 

(AL035708) hypothetical protein [Arabidopsis thaliana] 
21848 

88913JL.R1040 
jC-gmfl02220068c02dl 

21849 

88987JL.R1040 
LIB3170-030-Q1-J1-A9 

21850 

88994J..R1040 

jC-gmro02910073f04dl 

21851 

88996JL.R1040 
jC-gmfl02220130f06dl 

21852 

89001JL.R1040 
LIB3170-021-Q1-J1-D1 

21853 

89017_1.R1040 
jC-gmro02800024a01dl 

21854 

89030JL.R1040 
LIB3170-021-Q1-J1-G10 

21855 

89031JL.R1040 
LIB3170-021-Q1-J1-G2 
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CI 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



21856 

89032JL.R1040 
jC-gmro02910005f05dl 

21857 

89041_1.R1040 
LIB3170-021-Q1-J1-H2 



Seq. No. 
Contig ID 
5 '-most EST 



21858 

89044JL.R1040 
LIB3170-021-Q1-J1-H6 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.R1040 

-024-Q1-K1-G3 



21859 
89117_1. 
LIB3170- 
BLASTX 
gl246823 
148 

2.0e-09 

102 

32 

(X89865) unknown [Phoenix dactylifera] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21860 

89128_1.R1040 

LIB3170-021-Q1-K1-H3 

BLASTX 

g2129677 

183 

1.0e-13 

57 

65 

probablel N-acetyltransferase hookless 1 - Arabidopsis 
thaliana >gi_1277090 (U50399) putative N-acetyltransferase 
hooklessl [Arabidopsis thaliana] >gi_1277092 (U50400) 
putative N-acetyltransferase hooklessl [Arabidopsis 
thaliana] >gi_44 68983_emb_CAB38297_ (AL035605) probable 
N-acetyltransferase hookless 1 [Arabidopsis thaliana] 



Seq. No. 


21861 


Contig ID 


89136 1.R1040 


5 '-most EST 


jC-gmro02910008g02dl 


Seq. No. 


21862 


Contig ID 


89144 1.R1040 


5' -most EST 


jC-gmst02400062f06dl 


Seq. No. 


21863 


Contig ID 


89146 1.R1040 


5 '-most EST 


LIB3170-022-Q1-J1-B2 


Method 


BLASTX 


NCBI GI 


g3269287 


BLAST score 


207 


E value 


2.0e-16 


Match length 


42 


% identity 


83 
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NCBI Description (AL030978) GH3 like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21864 

89147J..R1040 

jC-gmle01810024blldl 

BLASTX 

g3096920 

345 

2.0e-32 

71 

85 

(AL023094) putative ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



San No 


21865 


Contig ID 


89149 1.R1040 


5' -most EST 


LIB3170-023-Q1-J1-F3 


Can KFp. 


21866 


Print ia ID 


89151 1 R1040 




T,TR?1 Tn-09S>-Ol -.T1 -PI 


oBC[ . JNO . 




O >-» 4- -J T P| 


OQlpO 1 D1 C\A(\ 
O-7-LOZ X.£\XUfHJ 


J ILLvJ O l_ DO i 


iP-rrmrnO?Q1 0n74H07ril 

\ \*> \^iii-L \J \j c zs j. \J \J t *± \xyj i 


Seq. No. 


21868 


Contig ID 


89194 1.R1040 


^ ' — Triplet- F^T 


Zj LJ / U vU J J^.£.^ • 11 -L 




a-bAo 1 A 


NCBI GI 


g4490727 


BLAST score 


191 


Cj value 


• UC J- *± 




64 


9- t rl citi i — I +■ \f 


S6 


i>jo£5± jjescripLion 




Seq. No. 


21869 


Contig ID 


89198 1.R1040 


5 1 -most EST 


jC-gmro02910034d08dl 


Method 


BLASTX 


NCBI GI 


g224 90 


BLAST score 


193 


E value 


3.0e-14 


Match length 


134 


% identity 


33 


NCBI Description 


(X01380) 0RF1 [Zea mays] 


Seq. No. 


21870 


Contig ID 


89203 1.R1040 


5 ? -most EST 


LIB3170-022-Q1-J1-G9 


Seq. No. 


21871 


Contig ID 


89204 1.R1040 


5 '-most EST 


g5509859 


Method 


BLASTX 


NCBI GI 


g4165183 



3508 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



381 

2.0e-40 

195 

51 

(AJ13234 9) SAP1 protein [Antirrhinum majus] 
21872 

89267J..R1040 

ncj700979969.hl 

BLASTX 

g3395427 

201 

2.0e-15 

48 

75 

(AC004683) unknown protein [Arabidopsis thaliana] 
21873 

89267_2.R1040 
uC-gmropic068a09bl 

21874 

89299JL.R1040 
LIB3170-023-Q1-J1-A1 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



21875 

89303_1.R1040 

LIB3170-023-Q1-J1-A2 

BLASTX 

g3953461 

193 

1.0e-14 

87 
44 

(AC002328) F20N2.6 [Arabidopsis thaliana] 
21876 

89304JL.R1040 
LIB3170-023-Q1-J1-A4 

21877 

89305_1.R1040 

LIB3170-07 6-Q1-J1-G3 

BLASTX 

g4580461 

220 

9.0e-18 

64 

64 

(AC006081) unknown protein [Arabidopsis thaliana] 
21878 

89307JL.R1040 
6HC-02-Q1-E1-H5 



Seq. No. 
Contig ID 



21879 

89311 1.R1040 



3509 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3170-034-Q1-J1-E2 

BLASTX 

g3549683 

295 

1.0e-26 

118 

53 

(AL031394) beta-xylan endohydrolase 
[Arabidopsis thaliana] 



-like protein 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21880 

89311_2. R1040 

LIB3170-023-Q1-J1-B12 

BLASTX 

g3549683 

207 

2.0e-16 

97 
47 

(AL031394) beta-xylan endohydrolase 
[Arabidopsis thaliana] 



-like protein 



Seq. No. 
Contig ID 
5' -most EST 



21881 

89320JLR1040 
jC-gmle01810048a09dl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21882 

89332JL.R1040 

LIB3170-023-Q1-J1-D12 

BLASTX 

g4432835 

207 

3.0e-16 

62 

58 

(AC006283) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



21883 

89332_2.R1040 
LIB3170-038-QW1-A3 



Seq. No. 
Contig ID 
5 f -most EST 



21884 

89338_1.R1040 
LIB3170-023-Q1-J1-D7 



Seq. No. 
Contig ID 
5 T -most EST 



21885 

89344JLR1040 
LIB3170-023-Q1-J1-E2 



Seq. No. 
Contig ID 
5 T -most EST 



21886 

89373__1.R1040 
LIB3170-028-Q1-J1-F6 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



21887 

89374JL R1040 

LIB3170-023-Q1-J1-H1 

BLASTN 



3510 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



gl778373 
56 

1.0e-22 

194 
82 

Pisuiti sativum glycine-rich RNA-binding protein PsGRBP mRNA, 
complete cds 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21888 

89480_2.R1040 

jC-gmle01810049c08dl 

BLASTX 

gl076634 

276 

3.0e-24 

93 

58 

protein-serine/threonine kinase NPK15 - common tobacco 
>gi_50514 6_dbj_BAA06538_ (D31737) protein-serine/threonine 
kinase [Nicotiana tabacum] 



Seq. No. 

Contig ID 
5 f -most EST 



21889 

89484_1.R1040 
LIB3170-024-Q1-J1-B12 



Seq. No. 
Contig ID 
5 1 -most EST 



21890 

89488JL.R1040 
jC-gmro02910069glldl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21891 

89503_1.R1040 

LIB3170-024-Q1-J1-D2 

BLASTX 

g3420054 

146 

3.0e-09 

86 

41 

(AC004680) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



21892 

89506_1.R1040 
LIB3170-024-Q1-J1-D6 



Seq. No. 
Contig ID 
5' -most EST 



21893 

89509JL.R1040 
LIB3170-024-Q1-J1-D9 



Seq. No. 
Contig ID 
5' -most EST 



21894 

89515JL.R1040 
LIB3170-024-Q1-J1-E5 



Seq. No. 
Contig ID 
5' -most EST 



21895 

89535_1.R1040 
zhf700956117.hl 



Seq. No. 



21896 



3511 



conticf id 




5' -most EST 


jC-gmro0291Q015al0dl 


Seq. No. 


21897 


Contig ID 


89542 1.R1040 


5 '-most EST 


jC-gmst02400014g06dl 


Seq. No. 


21898 


Contig ID 


o9bou l.Rl(J4L) 


5' -most EST 


LIB3170-024-Q1-K1-H5 


Seq. No. 


21899 


Contig ID 


89637 1.R1040 


5' -most EST 


LIB3170-025-Q1-J1-A4 


Seq. No. 


21900 


Contig ID 


89649 1.R1040 


5 '-most EST 


LIB3170-025-Q1-J1-B5 


Seq. No. 


21901 


Contig ID 


89656 1.R1040 


5 '-most EST 


LIB3170-025-Q1-J1-C11 


Method 


BLASTN 


NCBI GI 


g2760316 


BLAST score 


40 


E value 


6.0e-13 


Match length 


84 


% identity 


87 


NCBI Description 


The sequence of BAC F1N21 from Arabidopsis thaliana 




chromosome 1, complete sequence [Arabidopsis thaliana 


Seq. No. 


21902 


Contig ID 


89663 1.R1040 


5 '-most EST 


LIB3170-025-Q1-J1-C7 


Seq. No. 


21903 


Contig ID 


89702 1.R1040 


5 '-most EST 


LIB3170-025-Q1-J1-G3 


Method 


BLASTX 


NCBI GI 


g364io03 


BLAST score 


298 


E value 


1.0e-26 


Match length 


89 


% identity 


62 


NCBI Description 


(AC005395) unknown protein [Arabidopsis thaliana] 


Seq. No. 


21904 


Contig ID 


89704 1.R1040 


5 '-most EST 


LIB3170-025-Q1-J1-G5 


Method 


BLASTX 


NCBI GI 


g3913517 


BLAST score 


376 


E value 


6.0e-40 


Match length 


133 


% identity 


62 


NCBI Description 


3' (2'),5'-BISPHOSPHATE NUCLEOTIDASE 



(3' (2' ) , 5-BISPHOSPHONUCLEOSIDE 3' (2 1 ) -PHOSPHOR YDROLASE) 



3512 



(DPNPASE) >gi_1109672 (U33283) 3 1 (2 1 ) , 5-diphosphonucleoside 
3 T (2 f ) phosphohydrolase [Oryza sativa] 

>gi_1586671_prf 2204308A diphosphonucleoside 

phosphohydrolase [Oryza sativa] 



Seq. No. 


21905 


Contig ID 


89751 1.R1040 


5' -most EST 


ssr700554217.hl 


Seq. No. 


21906 


Contig ID 


89815 1.R1040 


5 '-most EST 


g4306359 


Method 


BLASTX 


NCBI GI 


g4322940 


BLAST score 


162 


E value 


7.0e-21 


Match length 


104 


% identity 


30 


NCBI Description 


(AF096299) DNA-binding protein 


Seq. No. 


21907 


Contig ID 


89817 1.R1040 


5 '-most EST 


LIB3170-026-Q1-J1-B6 


Method 


BLASTX 


NCBI GI 


g2739369 


BLAST score 


655 


E value 


1.0e-68 


Match length 


168 


% identity 


69 


NCBI Description 


(AC002505) putative pectineste 


Seq. No. 


21908 


Contig ID 


89826 1.R1040 


5' -most EST 


kll701206120.hl 


Seq. No. 




Contig ID 


89835 1.R1040 


5 1 -most EST 


jC-gmst02400049d08dl 


Method 


BLASTX 


NCBI GI 


g4191796 


BLAST score 


836 


E value 


1.0e-89 


Match length 


269 


% identity 


59 


NCBI Description 


(AC005917) putative senescence 




[Arabidopsis thaliana] 


Seq. No. 


21910 


Contig ID 


89838 1.R1040 


5' -most EST 


LIB3170-026-Q1-J1-E12 


Method 


BLASTX 


NCBI GI 


g4469011 


BLAST score 


453 


E value 


4.0e-45 


Match length 


111 


% identity 


77 


NCBI Description 


(AL035602) carbohydrate kinase 
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thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21911 

89850_1.R1040 
LIB3170-026-Q1-J1-F5 

21912 

89854J..R1040 

jC-gmro02910026gllal 

BLASTX 

gll75978 

222 

8.0e-18 

159 
38 

HYPOTHETICAL 39.9 KD PROTEIN IN MPR1-GCN20 INTERGENIC 

REGION >gi_1084732_pir S56262 hypothetical protein YFR007w 

- yeast (Saccharomyces cerevisiae) >gi_8367 62_db j_BAA0924 6_ 
(D50617) YFR007W [Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



21913 

89871J..R1040 

jC-gmro02910007g07dl 

BLASTX 

g2880055 

893 

3.0e-96 

315 
54 

(AC002340) hypothetical protein 
21914 

89873JUR1040 
LIB3170-026-Q1-J1-H6 

21915 

89873_2.R1040 
jC-gmle01810054hl0dl 

21916 

89947_1.R1040 
LIB3170-026-Q1-K1-G4 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



21917 

89965J..R1040 

awf700837568.hl 

BLASTX 

g2992543 

185 

7.0e-14 

66 

47 

(AF0217 97) peroxisomal receptor for PTS2-containing 
proteins Pex7p [Pichia pastoris] 

21918 

89982 1.R1040 
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5' -most EST 


hrw701062589.hl 


Method 


BLASTX 


NCBI GI 


g<:o4^4yU 


BLAST score 


185 


E value 


1.0e-13 


Match length 


66 


% identity 


53 


NCBI Description 


(AL02174 9) heat-shock protein [Arabidopsis thaliana 


Seq. No. 


21919 


Contig ID 


89992 1.R1040 


5' -most EST 


g4283822 


Method 


BLASTX 


NCBI GI 


^ A A O 1 Q A Pi 

g44o^o4U 


BLAST score 


312 


E value 


2.0e-28 


Match length 


148 


% identity 


45 


NCBI Description 


(AC006283) unknown protein [Arabidopsis thaliana] 


Seq. No. 


21920 


Contig ID 


90008 1.R1040 


5 T -most EST 


LIB3170-028-Q1-K1-F1 


Seq. No. 


21921 


Contig ID 


90039 1.R1040 


5' -most EST 


LIB3170-028-Q1-J1-A11 


Method 


BLASTX 


NCBI GI 


g3763918 


BLAST score 


210 


E value 


1.0e-16 


Match length 


49 


% identity 


86 


NCBI Description 


(AC004450) putative isopropylmalate dehydratase 




[Arabidopsis thaliana] 


Seq. No. 


21922 


Contig ID 


90039 2.R1040 


5' -most EST 


jC-gmst02400005e01dl 


Seq. No. 


21923 


Contig ID 


90058 1.R1040 


5 T -most EST 


jC-gmro02800038e!2al 


Seq. No. 


21924 


Contig ID 


90093 1.R1040 


5 T -most EST 


LIB3170-028-Q1-J1-H3 


Seq. No. 


21925 


Contig ID 


90199 1.R1040 


5' -most EST 


LIB3170-029-Q1-J1-B5 


Method 


BLASTX 


NCBI GI 


g4539460 


BLAST score 


193 


E value 


1.0e-14 


Match length 


120 


% identity 


4 
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NCBI Description (AL049500) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



21926 

90206_1.R1040 
LIB3170-029-Q1-J1-C3 

21927 

9Q218JL.R1040 

LIB3170-032-Q1-J1-G11 

BLASTX 

g4103342 

314 

7.0e-29 

82 
78 

{AF02237 7) agamous-like putative transcription factor 
[Cucumis sativus] 

21928 

90224__1.R1040 
jC-gmfl02220094h01al 

21929 

90225_1.R1040 

LIB3170-029-Q1-J1-E12 

BLASTX 

g3063709 

223 

3.0e-18 

50 
76 

(AL022537) putative protein [Arabidopsis thaliana] 
21930 

90227JL.R1040 
jC-gmro02910060f02al 

21931 

90239_1.R1040 
LIB3170-029-Q1-J1-F9 

21932 

90277_1.R1040 
leu701152979.hl 



Seq. No. 

Contig ID 
5 '-most EST 



21933 

90283_1.R1040 
uaw700664736.hl 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 ? -most EST 



21934 

90308_1.R1040 
LIB3170-029-Q1-K1-E9 

21935 

90326_1.R1040 
LIB3170-029-Q1-K1-G8 
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© 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



21936 

90353J..R1040 
LIB3170-030-Q1-J1-B2 

21937 

90364J..R1040 
LIB3170-044-Q1-J1-D10 

21938 

90382JL.R1040 

jC-gmfl02220073c01al 

BLASTX 

g2618689 

212 

7.0e-17 

99 
45 

(AC002510) unknown protein [Arabidopsis thaliana] 
21939 

90385_1.R1040 

jC-gmle01810043hl2dl 

BLASTN 

g2104678 

168 

3.0e-89 

431 

88 

V.faba mRNA for transcription factor containing HMG-box 
21940 

90387_1.R1040 

LIB3170-030-Q1-J1-E4 

BLASTX 

g2781363 

158 

4.0e-12 

56 

64 

(AC003113) F2401.19 [Arabidopsis thaliana] 



21941 

90395J..R1040 

jC-gmle01810015g04dl 

BLASTX 

gl663724 

224 

4.0e-18 

67 

61 

(U50846) 4-coumarate: coenzyme A ligase 



[Nicotiana tabacum] 



21942 

90399JL.R1040 
LIB3170-030-Q1-J1-F6 



Seq. No. 



21943 
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Contig ID 


90401 1.R1040 


5' -most EST 


LIB3170-030-Q1-J1-F9 


Seq. No. 


21944 


Contig ID 


90506 1.R1040 


5' -most EST 


LIB3170-038-Q1-J1-F3 


Method 


BLASTX 


NCBI GI 


g307 7640 


BLAST score 


267 


E value 


2.0e-23 


Match length 


71 


% identity 


72 


NCBI Description 


(AJ223151) O-methyltransferase 


Seq. No. 


21945 


Contig ID 


90506 2.R1040 


5' -most EST 


LIB3170-031-Q1-J1-A3 


Seq. No. 


21946 


Contig ID 


90506 3.R1040 


5 T -most EST 


asn701137419.hl 


Seq. No. 


21947 


Contig ID 


90517 1.R1040 


5 T -most EST 


LIB3170-031-Q1-J1-C10 


Method 


BLASTX 


NCBI GI 


g2062154 


BLAST score 


179 


E value 


6.0e-13 


Match length 


76 


% identity 


55 


NCBI Description 


(AC001645) hypothetical protein 


Seq. No. 


21948 


Contig ID 


90523 1.R1040 


5' -most EST 


LIB3170-031-Q1-J1-C7 


Method 


BLASTX 


NCBI GI 


g2959767 


BLAST score 


481 


E value 


4.0e-48 


Match length 


155 


% identity 


63 


NCBI Description 


(AJ002584) At MRP 4 [Arabidopsis 




( AC0 05309) glut athione-con j uga t 




[Arabidopsis thaliana] 


Seq. No. 


21949 


Contig ID 


90535 1.R1040 


5' -most EST 


jC-gmst02400031e01dl 


Method 


BLASTX 


NCBI GI 


g927025 


BLAST score 


212 


E value 


9.0e-17 


Match length 


61 


% identity 


66 



>gi_3738292 



NCBI Description (L44134) SPFl-like DNA-binding protein [Cucumis sativus] 
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CI 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 r -most EST 

Seq. No. 
Contig ID 
5 ! -most EST 

Seq. No. 
Contig ID 
5' -most EST 



21950 

90535_2.R1040 
jC-gmro02910030c09dl 

21951 

90539_2.R1040 
LIB3170-031-Q1-J1-E3 

21952 

90548J..R1040 

jC-gmst024 00006f03dl 

BLASTX 

g2618701 

355 

2.0e-33 

122 

60 

(AC002510) hypothetical protein [Arabidopsis thaliana] 
21953 

90551_1.R1040 
g4313413 



21954 

90567_1.R1040 

jC-gmfl02220103b03dl 

BLASTX 

g3193286 

331 

8.0e-31 

84 " 
71 

(AF069298) T14P8.22 gene product 



[Arabidopsis thaliana] 



21955 

90591_1.R1040 
jC-gmst02400023fl0al 

21956 

90640JL.R1040 
jC-gmle01810040c09dl 

21957 

90646JL.R1040 
LIB3170-032-Q1-J1-B1I 

21958 

90656JL.R1040 
LIB3170-032-Q1-J1-B9 

21959 

90673_1.R1040 
jC-gmle01810084e09dl 

21960 

90677_1.R1040 
txt700734586.hl 
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€1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g2982243 

218 

1.0e-17 

46 

85 

(AF051204) 



hypothetical protein [Picea mariana] 



mRNA, complete cds 



21961 

90686JL.R1040 
awf700839504.hl 

21962 

90686_2.R1040 

LIB3170-032-Q1-J1-E6 

BLASTN 

g2062705 

39 

3.0e-12 

39 
39 

Human butyrophilin (BTF5) 
21963 

90695J.. R1040 
LIB3170-032-Q1-J1-F5 



21964 

90698JL.R1040 

LIB3170-032-Q1-J1-F8 

BLASTN 

g3046847 

41 

1.0e-13 

135 

90 

Arabidopsis thaliana genomic DNA, chromosomes, TAC 
K11J9, complete sequence [Arabidopsis thaliana] 

21965 

90707_1.R1040 
LIB3170-032-Q1-J1-G7 

21966 

90715JL.R1040 
LIB3170-032-Q1-J1-H5 



clone 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



21967 

90719JL.R1040 
LIB3170-032-Q1-J1-H9 

21968 

90774JL.R1040 

kll701204969.hl 

BLASTX 

gl352077 

852 
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E value 


1.0e-91 


Match length 


224 


^ lucu l. j. uy 


O 0 


NCBI Description 


BETA-GALACTOSIDASE PRECURSOR (LACTASE) 




{EXO- (1 — >4) -BETA-D-GALACTANASE) >gi_971485__emb_CAA58734__ 




(X83854) putative beta-galactosidase/galactanase 




[Lycopersicon esculentum] >gi 4138139 emb CAA10174 




(AJ012797) ss-galactosidase [Lycopersicon esculentum] 


Seq. No. 


21969 


Contig ID 


90792 1.R1040 


5' -most EST 


LIB3170-034-Q1-J1-A4 


Seq. No. 


21970 


Contig ID 


90809 1.R1040 


5 1 -most EST 


LIB3170-033-Q1-J1-C3 


Method 


BLASTX 




go / jOi^u 


BLAST score 


396 


E value 


4.0e-38 


Match length 


164 


% identity 


45 


NCBI Description 


(AC005309) unknown protein [Arabidopsis thaliana] 


Seq. No. 


21971 


Contig ID 


90814 1.R1040 


5 '-most EST 


uC-gmropic074b02bl 


Method 


BLASTX 


NCBI GI 


gl706110 


BLAST score 


511 


E value 


1.0e-51 


Match length 


129 


% identity 


78 


NCBI Description 


NON-GREEN PLASTID TRIOSE PHOSPHATE TRAN S LOCATOR PRECURSOR 




(CTPT) >gi_1143713 (U13632) non-green plastid 




phosphate/triose-phosphate translocator precursor [Brassica 




oleracea] 


Seq. No. 


21972 


Contig ID 


90814 2.R1040 


5 1 -most EST 


asn701134234.hl 


Method 


BLASTN 


NCBI GI 


gl778144 


blast score 




E value 


2.0e-30 


Match length 


217 


% identity 


83 


NCBI Description 


Nicotiana tabacuia plastid phosphate/phosphoenolpyruvate 




translocator precursor (TABPPT10) mRNA, complete cds 


Seq. No. 


21973 


Contig ID 


90843 1.R1040 


5* -most EST 


LIB3170-034-Q1-J1-C10 


Seq. No. 


21974 


Contig ID 


90856 1.R1040 


5* -most EST 


jC-gmfl02220103e01dl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



BLASTX 

g3355626 

785 

1.0e-83 

230 
81 

(Y09204) histidinol-phosphate aminotransferase [Nicotiana 
tabacum] 

21975 

90890_1.R1040 
LIB3170-033-Q1-K1-D1 

21976 

90898_1.R1040 
LIB3170-033-Q1-K1-D7 

BLASTX 

g2244981 

197 

4.0e-15 
92 

49 r 
(Z97340) similarity to proline-rich protein APG - 

Arabidopsis [Arabidopsis thaliana] 
21977 

90949JL.R1040 
jC-gmro0291004 9h08dl 

BLASTN 
g217910 
43 

7.0e-15 
91 
87 

Carrot mRNA for nuclear antigen 21D7 
21978 

90957JL.R1040 
LIB3170-034-Q1-J1-B2 

BLASTX 
g3980417 
185 

1.0e-13 
46 

^AC004561) pumilio-like protein [Arabidopsis thaliana] 
21979 

90958_1.R1040 
LIB3170-034-Q1-J1-B3 

21980 

90970_1.R1040 
LIB3170-034-Q1-J1-C6 

21981 

90978 1.R1040 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB317Q-034-Q1-J1-D2 

BLASTN 

gl381675 

74 

1.0e-33 

122 
90 

Glycine max small GTP-binding protein (sral) mRNA, partial 
cds 



Spa No 


21982 


pnnt" in TV) 






t TR^iTn-n^d-oi -,ti -n7 


oecj . NO . 




uonng id 






T TR^1 7*0-0/17-01 _,T1 


irie unoo. 






R 1QAA R 


BLAST score 


183 


E value 


2.0e-13 


i v iaucn lengcn 


3 D 


Q* t /"I >"\ T ^tT 

^ iaenT-iL.y 


7 Q 


NCBI Description 


(AL049523) putative ] 


oeq. no. 


O 1 QQ yi 


uont-ig id 


en noo 1 di a 
yiUUz 1.K1U4U 


o -most bo l 


Lirsoi / U-Uo4-S2X-JX-r o 


Method 


BliAb J.A 




gz J. zf L X jfl 


rSLAbi score 


ICQ 


E value 


x . ue-xx 


LYiaucn xengun 


-LOO 






NCBI Description 


(AF007271) contains 




[Arabidopsis thalian 


Seq. No. 


21985 


Contig ID 


91023 1.R1040 


5 1 -most EST 


jC-gmro02910061h09dl 


Seq. No. 


21986 


Contig ID 


91025 1.R1040 


5' -most EST 


LIB3170-034-Q1-J1-H6 


Method 


BLASTX 


NCBI GI 


gl730502 


BLAST score 


233 


E value 


3.0e-19 


Match length 


86 


% identity 


51 



(TR;E236624) 



NCBI Description 



TRANSMEMBRANE PROTEIN PFT27 >gi_110903_pir A31351 probable 

transmembrane protein FT27 - mouse >gi_535682 (M23568) 
transmembrane protein [Mus musculus] 



Seq. No. 
Contig ID 
5 '-most EST 



21987 

91040_1. R1040 
LIB3170-034-Q1-K1-B11 



3523 



0 



Seq. No. 


21988 


Contig ID 


91113 1.R1040 


5' -most EST 


LIB3170-035-Q1-J1-A10 


Met nod 


BLASTX 


NCBI GI 


g4490323 


BLAST score 


660 


E value 


4.0e-69 


Match length 


193 


% identity 


68 


NCBI Description 


(AJ131464) nitrate transporter [Arabi 


Seq. No. 


21989 


Contig ID 


91114 1.R1040 


5' -most EST 


LIB3170-035-Q1-J1-A12 


Seq. No. 


21990 


Contig ID 


91116 1.R1040 


5 T -most EST 


LIB3170-035-Q1-J1-A3 


Method 


BLASTX 


NCBI GI 


g4580517 


BLAST score 


288 


E value 


6.0e-26 


Match length 


70 


% identity 


74 


NCBI Description 


(AF036302) scarecrow-like 5 [Arabidop 


Seq. No. 


21991 


Contig ID 


91118 1.R1040 


5 '-most EST 


LIB3170-035-Q1-J1-A5 


Seq. No. 


21992 


Contig ID 


91123 1.R1040 


5 '-most EST 


LIB3170-057-Q1-J1-C4 


Seq. No. 


21993 


Contig ID 


91127 1.R1040 


5 '-most EST 


LIB3170-035-Q1-J1-B2 


Seq. No. 


21994 


Contig ID 


91129 1.R1040 


5 '-most EST 


jC-gmf!02220101c09al 


Method 


BLASTX 


NCBI GI 


g4325341 


BLAST score 


623 


E value 


6.0e-65 


Match length 


135 


% identity 


81 


NCBI Description 


(AF128393) similar to the Drosophila 




(GB:X94180) [Arabidopsis thaliana] 


Seq. No. 


21995 


Contig ID 


91133 1.R1040 


5' -most EST 


LIB3170-035-Q1-J1-B9 


Seq. No. 


21996 


Contig ID 


91156_1.R1040 



•1 protein 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3170-035-Q1-J1-E9 

BLASTX 

g322801 

164 

4.0e-ll 

80 

55 

promotes sex organ development protein pie - Antirrhinum 
majus >gi_264223_bbs_123356 (S53900) promotes sex organ 
development=ple [Antirrhinum majus. Peptide, 239 aa] 
[Antirrhinum majus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



21997 

91160J..R1040 

jC-gmle01810087h07al 

BLASTX 

g4309741 

616 

7.0e-64 

165 

72 

(AC0Q6439) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



21998 

91197_1.R1040 
LIB3170-035-Q1-K1-A7 



Seq. No. 
Contig ID 
5' -most EST 



21999 

91229JL.R1040 
LIB3170-035-Q1-K1-D5 



Seq. No. 
Contig ID 
5' -most EST 



22000 

91281JL.R1040 
LIB3170-036-Q1-K1-A2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22001 

91284JL.R1040 

jC-gmle01810044e07dl 

BLASTX 

g3164222 

167 

2.0e-ll 

109 

36 

(AB008518) 
(AF071527) 
thaliana] 



RMA1 [Arabidopsis thaliana] >gi_4206205 
RMA1 RING zinc finger protein [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



22002 

91334JL.R1040 

jC-gmro02910065gl2dl 

BLASTX 

g3201554 

510 

8.0e-52 

111 

81 
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NCBI Description (AJ006501) beta-D-glucosidase [Tropaeolum ma jus] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



22003 

91336JL.R1040 
uC-gmronoir0001h08al 

22004 

91340_1.R1040 
LIB3170-036-Q1-K1-A1 



Seq. No. 
Contig ID 
5 T -most EST 



22005 

91390_1.R1040 
LIB3170-036-Q1-K2-F1 



Seq. No. 
Contig ID 
5 1 -most EST 



22006 

91430_1.R1040 
LIB3170-036-Q1-K2-B4 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



22007 

91498J..R1040 
jC-gmle01810086el2dl 

22008 

91524_1.R1040 
LIB3170-037-Q1-J1-D1 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22009 

91540JL.R1040 
LIB3170-037-Q1-J1-E7 

22010 

91542_1.R1040 
jC-gmfl02220115h08dl 

22011 

91545_1.R1040 

LIB3170-064-Q1-J1-C4 

BLASTX 

g2462760 

183 

2.0e-13 

73 

45 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 
22012 

91557JL.R1040 

LIB3170-037-Q1-J1-G12 

BLASTX 

g2460037 

219 

2.0e-17 

64 

61 

(AF014837) m6A methyltransf erase [Homo sapiens] 



Seq. No. 



22013 
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Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91565J..R1040 

jOgmst02400068flldl 

BLASTX 

g3493611 

209 

2.0e-16 

43 
81 

(AF068318) regulatory subunit of protein kinase CK2; 
beta-subunit [Arabidopsis thaliana] 



CK2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



22014 

91565_2.R1040 

LIB3170-037-Q1-J1-H10 

BLASTX 

g729882 

197 

3.0e-15 

43 
84 

CASEIN KINASE II BETA' CHAIN (CK II) 

>gi_1076300_pir S47968 casein kinase II (EC 2.7.1.-) beta 

chain CKB2 - Arabidopsis thaliana >gi_467975 (U03984) 
casein kinase II beta subunit CKB2 [Arabidopsis thaliana] 
>gi_2245122_emb_CAB10544_ (Z97343) unnamed protein product 
[Arabidopsis thaliana] 

22015 

91627_1.R1040 

LIB3170-037-Q1-K1-F8 

BLASTX 

gl001263 

239 

6.0e-20 

186 

31 

(D64003) hypothetical protein [Synechocystis sp.] 
22016 

91650_1.R1040 

uC-gmropic091a07bl 

BLASTX 

g2244970 

158 

2.0e-14 

50 
70 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
>gi_2326365_emb_CAA74765_ (Y14423) putative cell wall 
protein [Arabidopsis thaliana] 

22017 

91654_1.R1040 
LIB3170-038-Q1-J1-A9 



Seq. No. 

Contig ID 



22018 

91657 1.R1040 
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5 '-most EST 



LIB3170-038-Q1-J1-B12 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



22019 

91688J..R1040 
LIB3170-038-Q1-J1-E5 

22020 

91692_1.R1040 

jC-gmro02910046fllal 

BLASTX 

g2583136 

200 

2.0e-15 

67 

66 

(AC002387) unknown protein [Arabidopsis thaliana] 
22021 

91692_2.R1040 

LIB3170-038-Q1-J1-F1 

BLASTX 

g2583136 

154 

5.0e-10 

44 

70 

(AC002387) unknown protein [Arabidopsis thaliana] 
22022 

91703_1.R1040 
LIB3170-038-Q1-J1-G12 

22023 

91812JL.R1040 
LIB3170-039-Q1-J2-B1 

22024 

91813JL.R1040 

LIB3170-039-Q1-J1-B11 

BLASTX 

g3785977 

341 

5.0e-48 

118 

79 

(AC005560) putative growth regulator protein [Arabidopsis 
thaliana] 

22025 

91814JL.R1040 
LIB3170-039-Q1-J1-B12 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



22026 

91823_1.R104Q 

LIB3170-039-Q1-J2-C12 

BLASTX 

g4098124 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



344 

3.0e-32 

138 
52 

(U73522) AMSH [Homo sapiens] 
22027 

91826_1.R1040 
LIB3170-039-Q1-J1-C7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



.R1040 

-039-Q1-J1-E1 



22028 
91836JL. 
LIB3170- 
BLASTX 
g2160173 
392 

4.0e-54 

249 

10 

(AC000132) Similar to N. tabacum salt-inducible protein 
(gb_U08285). [Arabidopsis thaliana] 

22029 

91848_1.R1040 
LIB3170-039-Q1-J1-F12 

22030 

91850JL.R1040 

fC-gmse700853784dl 

BLASTX 

gl871526 

312 

2.0e-28 

128 
20 

(X81997) leucine-rich-repeat protein [Helianthus annuus] 
22031 

91865JL.R1040 
LIB317 0-039-Q1-J1-H3 



Seq. No. 
Contig ID 
5 '-most EST 



22032 

91865_2.R1040 
rlr700898240.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



22033 

91866_1.R1040 
LIB3170-039-Q1-J1-H4 

22034 

91950_1.R1040 

LIB3170-039-Q1-K2-A8 

BLASTX 

g3790441 

299 

4.0e-27 
94 
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€1 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



63 

(AF030515) chaperonin 60 alpha subunit [Canavalia lineata] 
22035 

91960_1.R1040 

smc700748655.hl 

BLASTX 

g2462829 

806 

4.0e-86 

304 

56 

(AF000657) unknown protein [Arabidopsis thaliana] 
22036 

91991J..R1040 

uxk700673039.hl 

BLASTX 

g3894159 

421 

2.0e-41 

155 
51 

(AC005312) hypothetical protein [Arabidopsis thaliana] 
22037 

91994JL.R1040 
LIB3170-039-Q1-K1-F4 

22038 

92103JUR1040 
LIB3170-040-Q1-J1-A9 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



22039 

92109JL.R1040 
jC-gmro02910066clldl 

22040 

92114_1.R1040 
LIB3170-040-Q1-J1-C1 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22041 

92119_1.R1040 
jC-gmfl02220092c02dl 

22042 

92155JL.R1040 

jC-gmst02400037c02d2 

BLASTX 

g4056432 

309 

4.0e-28 

84 

67 

(AC005990) Similar to gi_2245014 glucosyltransf erase 

homolog from Arabidopsis thaliana chromosome 4 contig 

gb Z97341. ESTs gb_T20778 and gb_AA586281 come from this 
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gene. [Arabidopsis thaliana] 



Seq. No. 


22043 


Contig ID 


92161 1.R1040 


5 f -most EST 


LIB3170-040-Q1-J1-H3 


Method 


BLASTX 


NCBI GI 


g4558552 


BLAST score 


501 


E value 


1.0e-79 


Match length 


214 


% identity 


40 


NCBI Description 


(AC007138) putative P-glycoprotein-like protein 




[Arabidopsis thaliana] 


Seq. No. 


22044 


Contig ID 


92272 1.R1040 


5' -most EST 


LIB3170-041-Q1-J1-D2 


Seq. No. 


22045 


Contig ID 


92280_1.R1040 


5' -most EST 


g4285734 


Method 


BLASTX 


NCBI GI 


g3080398 


BLAST score 


235 


E value 


1.0e-19 


Match length 


63 


% identity 


38 


NCBI Description 


(AL022603) putative protein [Arabidopsis thaliana 


Seq* No. 


22046 


Contig ID 


92289 1.R1040 


5 1 -most EST 


LIB3170-041-Q1-J1-F3 


Seq. No. 


22047 


Contig ID 


92320_1.R1040 


5 T -most EST 


LIB3170-041-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g4539310 


BLAST score 


255 


E value 


8.0e-22 


Match length 


111 


% identity 


49 


NCBI Description 


(AL035679) putative protein [Arabidopsis thaliana 


Seq. No. 


22048 


Contig ID 


92364JL.R1040 


S'-most EST 


fC-gmfl700903985d2 


Method 


BLASTX 


NCBI GI 


gl483228 


BLAST score 


139 


E value 


5.0e-12 


Match length 


66 


% identity 


68 


NCBI Description 


(X99653) MADS 3 protein [Betula pendula] 


Seq. No. 


22049 


Contig ID 


92447JL.R1040 
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5 T -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmfl02220070d05dl 
22050 

92453J..R1040 
fC-gmro700868783dl 

22051 

92462J..R1040 

LIB3170-044-Q1-K1-E9 

BLASTN 

g206371 

103 

2.0e-50 

581 

100 

Rat (Sprague-Dawley) prolactin gene:exons IV, V and flanks 
22052 

92465J..R1040 

LIB3170-042-Q1-K1-C3 

BLASTX 

g577301 

146 

4.0e-09 

143 
33 

(D42044) The ha3523 gene product is related to S.cerevisiae 
gene product located in chromosome III. [Homo sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



22053 

92469_1.R1040 

fC-gmfl700906736a2 

BLASTX 

gl531760 

212 

4.0e-17 

59 

71 

(X97075) proline oxidase 



[Arabidopsis thaliana] 



22054 

92474_1.R1040 

LIB3170-042-Q1-K1-D4 

BLASTX 

g3176664 

289 

6.0e-26 

76 

68 

(AC004393) Contains similarity to beta scruin gb_Z47541 
from Limulus polyphemus . ESTs gb_T044 93 and gb_AA585955 
come from this gene. [Arabidopsis thaliana] 

22055 

92495_1.R1040 
LIB3170-042-Q1-K1-G10 
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€1 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



22056 

92498J..R1040 
LIB3170-043-Q1-K1-H8 

22057 

92526J..R1040 
LIB3170-043-Q1-J1-C1 

22058 

92554JL.R1040 

jC-gmro02910024a04dl 

BLASTX 

g2832606 

214 

5.0e-17 

63 

70 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi_3292810_emb_CAA19800_ (AL031018) putative protein 
[Arabidopsis thaliana] 

22059 

92582JL.R1040 
zhf700952445.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



22060 

92601_1.R1040 
LIB3170-043-Q1-K1-D9 

22061 

92614JL.R1040 

LIB3170-043-Q1-K1-F12 

BLASTX 

g!25722 

164 

4.0e-ll 

59 

59 

KUNIT2-TYPE TRYPSIN INHIBITOR KTI1 PRECURSOR 

>gi_81814_pir JQ1091 trypsin inhibitor KTil (Kunitz) - 

soybean >gi_256635_bbs_115028 (S45035) Kunitz trypsin 
inhibitor KTil [soybeans, Peptide, 203 aa] [Glycine max] 

22062 

92621JL.R1040 

leu701150223.hl 

BLASTX 

g3860020 

246 

9.0e-21 

102 
50 

(AF091091) unknown [Homo sapiens] 
22063 

92643JL.R1G40 
LIB3170-04 6-Q1-J1-H8 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 



BLASTX 

g2494329 

165 

4.0e-ll 

161 

34 

GLUCAN 1, 3-BETA-GLUCOSIDASE PRECURSOR 

( EXO -1,3- BETA- GLUCANAS E ) >gi_1150694_emb_CAA8 6952_ (Z46872) 
exo-1 , 3-beta-glucanase/l , 3-beta-D-glucan glucanohydrolase 
[Yarrowia lipolytica] 

22064 

92657 JL.R1040 
LIB3170-044-Q1-J1-C7 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22065 

92662J..R1040 

LIB3170-044-Q1-J1-D8 

BLASTX 

g3927836 

190 

6.0e-21 

106 
52 

(AC005727) unknown protein [Arabidopsis thaliana] 
22066 

92673J..R1040 
jC-gmfl02220073e02dl 

22067 

92745JL.R1040 
LIB3170-044-Q1-K1-H12 

22068 

92768_1.R1040 

g5606376 

BLASTX 

gl946360 

476 

1.0e-47 

102 
82 

(U93215) elicitor response element binding protein WRKY3 
isolog [Arabidopsis thaliana] 

22069 

92785_1.R1040 

LIB3170-045-Q1-J1-D6 

BLASTX 

g629692 

545 

8.0e-56 

149 

73 

hypothetical protein - common tobacco 

>gi_506471_emb_CAA56189_ (X79794) unnamed protein product 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Nicotiana tabacum] 
22070 

92796__1.R1040 
LIB3170-045-Q1-J1-F11 

22071 

92811JL.R1040 

LIB3170-045-Q1-J1-G7 

BLASTX 

g3219938 

159 

1.0e-10 

86 
36 

HYPOTHETICAL 34.9 KD PROTEIN C57A10.11C IN CHROMOSOME I 
>gi_2058378_emb_CAB08174_ (2948 64) hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 

BLAST scorJSr - 
E value " 
Match length - 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



22072 

92816JL.R1040 

LIB3170-045-Q1-J1-H12 

BLASTX 

g2529663 

313 . ' 

1.0e-28 

125 

54 

(AC002535) putative lysophospholipase [Arabidopsis 
thaliana] >gi_3738277 (AC005309) putative lysophospholipase 
[Arabidopsis thaliana] 

22073 

92829JL.R1040 
LIB3170-045-Q1-K1-A5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22074 

92830_1.R1040 

jC-gmst02400006clldl 

BLASTX 

g3522933 

583 

5.0e-60 

201 

62 

(AC004411) 
thaliana] 



putative anion exchange protein 3 [Arabidopsis 



Seq. No. 
Contig ID 
S'-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



22075 

92840JL.R1040 

jC-gmro02910014f07al 

BLASTX 

gl946360 

314 

2.0e-28 

218 

43 
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NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U93215) elicitor response element binding protein WRKY3 
isolog [Arabidopsis thaliana] 

22076 

92845JL.R1040 
LIB3170-045-Q1-BC1-C3 

22077 

92861__1.R1040 

jC-gmfl02220069dlldl 

BLASTX 

g3759184 

188 

3.0e-14 

48 

71 

(AB018441) phi-1 [Nicotiana tabacum] 
22078 

92872JL.R1040 

uC-gmropic019f03bl 

BLASTX 

gl345773 

217 

4.0e-17 

283 
29 

CHROMODOMAIN-HELICASE-DNA-BINDING PROTEIN 1 (CHD-1) 
>gi_455015 (L10410) DNA-binding protein [Mus musculus] 

22079 

92875JL.R1040 

uC-gmropic049h05bl 

BLASTN 

g732912 

308 

1.0e-173 

598 
89 

P. vulgaris mRNA for pectinesterase 
22080 

92882JL.R1040 
jC-gmfl02220069h04dl 

22081 

92884JL.R1040 

LIB3170-045-Q1-K1-G6 

BLASTX 

g3319341 

202 

1.0e-15 

36 

92 

(AF077407) similar to Medicago sativa nucleic acid binding 
protein Alfin-1 (GB:L07291) [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
S'-most EST 



22082 

92892JL.R1040 

jC-gmst02400015b01dl 

BLASTX 

g2827658 

292 

3.0e-26 

86 

63 

(AL021637) putative protein [Arabidopsis thaliana] 
22083 

92937__1.R1040 

LIB3170-04 6-Q1-J1-E7 

BLASTX 

g4006913 

913 

7.0e-99 

204 

84 

(Z99708) hypothetical protein [Arabidopsis thaliana] 
22084 

92938_1.R1040 
LIB3170-04 6-Q1-J1-E8 



Seq. No. 
Contig ID 
S'-most EST 



22085 

92967J..R1040 
LIB3170-04 6-Q1-K1-A4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



22086 

92970JL.R1040 

jC-gmle01810091a01dl 

BLASTX 

g3913439 

476 

1.0e-47 

136 

65 

S - ADENO S YLME T H I ON I NE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1498080 (U64927) S-adenosylmethionine 
decarboxylase [Ipomoea nil] 

22087 

92973JL.R1040 
fua701039794.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 



22088 

92973_2.R1040 
uC-gmronoir027bllbl 

22089 

92981JL.R1040 
LIB3170-046-Q1-K1-C11 



Seq. No. 
Contig ID 



22090 

92996 1.R1040 



3537 



5 '-most EST 



bth700844723.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22091 

92998_1.R1040 

LIB3170-04 6-Q1-K1-D8 

BLASTX 

g3892204 

324 

7.0e-30 

160 

44 

(AF078105) site-1 protease of sterol regulatory element 
binding proteins [Cricetulus griseus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22092 

93008_1.R1040 

jC-gmfl02220085dl0dl 

BLASTN 

gl947045 

36 

1.0e-10 

130 

86 

Lotus japonicus late nodulin NljlG (LjNOD16) gene, complete 
cds 



Seq. No. 


22093 


Contig ID 


93039 1.R1040 


5' -most EST 


zhf700965063.hl 


Seq. No. 


22094 


Contig ID 


93050 1.R1040 


5 '-most EST 


LIB3170-048-Q1-J1-F11 


Seq. No. 


22095 


Contig ID 


93066 1.R1040 


5 '-most EST 


LIB3170-050-Q1-J1-G9 


Method 


BLASTX 


NCBI GI 


g2137417 


BLAST score 


149 


E value 


2.0e-09 


Match length 


71 


% identity 


44 


NCBI Description 


Id-associated protein 




(D63784) MI DAI [Mus mi 


Seq. No. 


22096 


Contig ID 


93116_1.R1040 


5' -most EST 


uC-gmflminsoy053ellbl 


Seq. No. 


22097 


Contig ID 


93118 1.R1040 


5 '-most EST 


LIB3170-047-Q1-K1-C7 


Seq. No. 


22098 


Contig ID 


93121 1.R1040 


5' -most EST 


LIB3170-047-Q1-K1-D3 



3538 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

g2266672 

397 

8.0e-39 

106 

74 

(Y14214) phosphate transporter [Lycopersicon esculentum] 
22099 

93128_1.R1040 
LIB3170-047-Q1-K1-E2 



Seq. No. 
Contig ID 
5' -most EST 



22100 

93144_1.R1040 
LIB3170-048-Q1-J1-A11 



Seq. No. 
Contig ID 
5' -most EST 



22101 

93153JL.R1040 
ssr700553924.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 



22102 

93153^2. R1040 

LIB3170-048-Q1-J1-B1 

BLASTX 

g4115534 

4 62 

4.0e-46 

159 

55 

(AB012114) 
mungo ] 



UDP-glycose: flavonoid glycosyltransf erase [Vigna 



22103 

93165JL.R1040 
LIB3170-048-Q1-J1-C10 



Seq. No. 
Contig ID 
5 '-most EST 



22104 

93174JL.R1040 
LIB3170-048-Q1-J1-D11 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22105 

93180JL.R1040 
LIB3170-048-Q1-J1-D6 

22106 

93187_1.R1040 

jC-gmst02400057c09dl 

BLASTX 

g2435511 

524 

5.0e-53 

151 

64 

(AF024504) contains similarity to prolyl 4-hydroxylase 
alpha subunit [Arabidopsis thaliana] 



Seq. No. 



22107 



3539 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



93212J..R1040 

jC-gmst02400027cllal 

BLASTX 

g4262230 

141 

3.0e-18 

68 
72 

(AC006200) unknown protein 
22108 

93224J..R1040 
LIB3170-04 9-Q1-J1-A1 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22109 

93232_1.R1040 
jC-gmle01810046d08dl 

22110 

93237J..R1040 

LIB3170-049-Q1-J1-B3 

BLASTN 

g3204102 

150 

1.0e-78 

262 
89 

Cicer arietinum mRNA for hypothetical protein, clone Can35, 
partial 

22111 

93240_1.R1040 

jC-gmst02400046dl2dl 

BLASTX 

g2244998 

259 

5.0e-22 

169 

26 

(Z97341) similarity to probable transcriptional adaptor 
ADA2 [Arabidopsis thaliana] 

22112 

93259_1.R1040 
jC-gmst02400070b01dl 

22113 

93273_2.R1040 

jC-gmle01810020cl0dl 

BLASTX 

g2467273 

228 

2-0e-18 

149 
35 

(Z99759) ubiquitin protein ligase [Schizosaccharomyces 
pombe] 



3540 



Seq. No. 


22114 


Contig ID 


93288 1.R1040 


5' -most EST 


LIB3170-049-Q1-J1-G6 


Seq. No. 


22115 


Contig ID 


93291 1.R1040 


5' -most EST 


LIB3170-04 9-Q1-J1-H10 


Seq. No. 


22116 


Contig ID 


93298 1.R1040 


5 '-most EST 


jC-gmle01810020f02dl 


Method 


BLASTX 


NCBI GI 


gl076291 


BLAST score 


282 


E value 


5.0e-25 


Match length 


105 


% identity 


53 


NCBI Description 


amino acid transporter 



Seq. No. 

Contig ID 
5 '-most EST 



Tl - Arabidopsis thaliana 
>gi_2911069_emb_CAA17531_ (ALG21960) amino acid transport 
protein AAT1 [Arabidopsis thaliana] 

22117 

93308JL.R1040 
LIB3170-04 9-Q1-K2-C6 



Seq. No. 
Contig ID 
5' -most EST 



22118 

93333JL.R1040 
LIB3170-051-Q1-K2-C2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



22119 

93364_1.R1040 

LIB3170-049-Q1-K2-C7 

BLASTX 

g4455287 

414 

1.0e-40 

111 
72 

(AL035527) putative protein [Arabidopsis thaliana] 
22120 

93425_1.R1040 
LIB3170-050-Q1-J1-A7 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5' -most EST 



22121 

93431JL.R1040 
jC-gmst02400014c03dl 

22122 

93440_1.R1040 
LIB3170-050-Q1-J1-C3 



Seq. No. 
Contig ID 
5' -mo st EST 



22123 

93454JL.R1040 
LIB3170-050-Q1-J1-D9 



3541 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22124 

93457J..R1040 
jC-gmle01810041al2dl 

22125 

93457_2.R1040 

LIB3170-050-Q1-J1-F9 

BLASTX 

g4062514 

150 

2.0e-09 

68 

44 

(D90732) Hypothetical protein 



7.6 [Escherichia coli] 



Seq. No. 
Contig ID 



22126 

93458JL.R1040 

jC-gmro02910032flldl 

BLASTN 

g3510339 

48 

1.0e-17 

148 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K3K7, complete sequence [Arabidopsis thaliana] 

22127 

93459JL.R1040 

LIB3170-050-Q1-J1-E3 

BLASTX 

gll74470 

286 

2.0e-25 

102 

61 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG (B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi_508543 (L34260) integral 

membrane protein 1 [Mus musculus] >gi_1588285_prf 2208301A 

integral membrane protein [Mus musculus] 

22128 

93459_2.R1040 

kll701205912.hl 

BLASTX 

gll74470 

360 

1.0e-43 

137 

69 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG (B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi_508543 (L34260) integral 

membrane protein 1 [Mus musculus] >gi_1588285_prf 2208301A 

integral membrane protein [Mus musculus] 

22129 

93465 1.R1040 



3542 



€1 



5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3170-050-Q1-J1-F1 

BLASTX 

gl245182 

857 

4.0e-95 

211 

81 

(U49398) 



sterol delta-7 reductase [Arabidopsis thaliana] 



22130 

93470_1.R1040 

jC-gmle01810072e05dl 

BLASTX 

g4539435 

285 

4.0e-25 

78 

68 

(AL049523) putative protein [Arabidopsis thaliana] 
22131 

93472JL.R1040 

jC-gmro02800039c05dl 

BLASTX 

gl871181 

180 

9.0e-13 

118 

43 

(U90439) ring zinc finger protein isolog [Arabidopsis 
thaliana] 

22132 

93482_1.R1040 
LIB3170-050-Q1-J1-G3 

22133 

93483_1.R1040 

jC-gmro02910023d06al 

BLASTX 

g4371285 

552 

2.0e-56 

122 

82 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
22134 

93483_2.R1040 

uxk700673240.hl 

BLASTX 

g4371285 

273 

2.0e-24 

83 

69 

(AC006260) hypothetical protein [Arabidopsis thaliana] 



3543 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 ? -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5 r -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



22135 

93484_1.R1040 
LIB3170-054-Q1-J1-H7 

22136 

93584_1.R1040 

LIB3170-051-Q1-J1-B1 

BLASTX 

g2262173 

460 

1.0e-45 

100 
89 

(AC002329) NADPH thioredoxin reductase [Arabidopsis 
thaliana] 

22137 

93586J..R1040 
LIB3170-058-Q1-J1-B8 

22138 

93591JL.R1040 
LIB3170-051-Q1-J1-B7 

22139 

93601JL.R1040 
LIB3170-051-Q1-J1-C5 

22140 

93614_1.R1040 
jC-gmle01810009a05dl 

22141 

93618__1.R1040 
LIB3170-051-Q1-J1-E3 

22142 

93626_1.R1040 
jC-gmst02400020dc02dl 

22143 

93631__1.R1040 
jC-gmfl02220089dlldl 

22144 

93635JL.R1040 
LIB3170-051-Q1-J1-F9 

22145 

93636J..R1040 
smw700646167.hl 



Seq. No. 
Contig ID 
S'-most EST 
Method 



22146 

93652JL.R1040 

jC-gmro02910041011dl 

BLASTX 



3544 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



g2435517 
233 

3.0e-19 

106 

48 

(AF024504) contains similarity to peptidase family Al 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



22147 

93655JL.R1040 
LIB3170-051-Q1-K1-A10 



Seq. No. 
Contig ID 
5' -most EST 



22148 

93657J..R1040 
LIB3170-051-Q1-K1-A12 



Seq. No. 
Contig ID 
5 '-most EST 



22149 

93673JL.R1040 
LIB3170-051-Q1-K2-B6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22150 

93682J..R1040 

zsg701127750.hl 

BLASTX 

g2642436 

151 

9.0e-10 

92 

55 

(AC002391) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



22151 

93694_1.R1040 
LIB3170-051-Q1-K1-E10 



Seq. No. 

Contig ID 
5' -most EST 



22152 

93712JL.R1040 
LIB3170-051-Q1-K1-G1 



Seq. No. 

Contig ID 
5 '-most EST 



22153 

93727JL.R1040 
LIB3170-051-Q1-K2-H8 



Seq. No. 

Contig ID 
5 '-most EST 



22154 

93814JL.R1040 
jC-gmf!02220054gl2al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22155 

93819JL.R1040 

dpv701100407.hl 

BLASTX 

g3650033 

220 

2.0e-17 

128 

42 

(AC005396) unknown protein [Arabidopsis thaliana] 



3545 



0 



Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 ! -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 



22156 

93820JL.R1040 
LIB3170-052-Q1-J1-B2 

22157 

93836JL.R1040 

g5342475 

BLASTX 

g4220479 

142 

1.0e-08 

67 
48 

(AC006069) unknown protein [Arabidopsis thaliana] 
22158 

93854JL.R1040 
zsg701120839.hl 

22159 

93862JL.R1040 
jC-gmle01810014b09dl 

22160 

93874_1.R1040 
LIB3170-052-Q1-J1-G7 

22161 

93881JL.R1040 

zhf700964924.hl 

BLASTN 

g3641867 

42 

4.0e-14 

90 
87 

Cicer arietinum epicotyl EST, clone Cap30-2 
22162 

93892_1.R1040 

leu701146057.hl 

BLASTX 

g2342685 

225 

2.0e-18 

74 

57 

(AC000106) Contains similarity to Rhodococcus amidase 
(gb_D16207). ESTs gb_T20504, gb_H36650, gb_N97423, gb_H36595 
come from this gene. [Arabidopsis thaliana] 

22163 

93913_1.R1040 

LIB3170-052-Q1-K1-C6 

BLASTN 

g2062705 



3546 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



38 

8.0e-12 

50 
40 

Human butyrophilin (BTF5) mRNA, complete cds 
22164 

93972J..R1040 

jC-grale01810028elldl 

BLASTX 

g4006899 

239 

6.0e-20 

72 

58 

(Z99708) putative protein [Arabidopsis thaliana] 



22165 

93976J..R1040 

g5688476 

BLASTX 

g2791900 

610 

2.0e-63 

145 

73 

(AJ000057) PP7 



[Arabidopsis thaliana] 



22166 

93981_1.R1040 
fC-gmro7 00876555dl 

22167 

93982JL.R1040 
LIB3170-053-Q1-J1-B5 

22168 

93998_1.R1040 
LIB3170-053-Q1-J1-D4 

22169 

94016JL.R1040 

LIB3170-053-Q1-J1-F12 

BLASTX 

g2623297 

340 

1.0e-31 

125 

54 

(AC002409) unknown protein [Arabidopsis thaliana] 
>gi_3790583 (AF079180) RING-H2 finger protein RHCla 
[Arabidopsis thaliana] 

22170 

94023J..R1040 

LIB3170-053-Q1-J1-G1 

BLASTX 



3547 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4104457 
404 

3.0e-39 

99 

78 

(AF036172) 



2-oxoglutarate/malate translocator [Zea mays] 



22171 

94029_1.R1040 

jC-gmfl0222Q089b02dl 

BLASTX 

g4106515 

471 

6.0e-47 

160 

57 

(AF092743) CAK associated cyclinH homolog [Populus tremula 
x Populus tremuloides] 



Seq. No. 


22172 


Contig ID 


94030 1.R1040 


5 1 -most EST 


jC-gmfl02220104f04dl 


Seq. No. 


22173 


Contig ID 


94036 1.R1040 


5" -most EST 


LIB3170-053-Q1-J1-H3 


Method 


BLASTX 


NCBI GI 


g2245000 


BLAST score 


234 


E value 


2.0e-19 


Match length 


74 


% identity 


58 


NCBI Description 


(Z97341) hypothetical 


Seq. No. 


22174 


Contig ID 


94052 1.R1040 


5' -most EST 


LIB3170-053-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl730771 


BLAST score 


322 


E value 


1.0e-29 


Match length 


195 


% identity 


28 


NCBI Description 


HYPOTHETICAL 110.9 KD 



REGION >gi_2132752_pir S63064 probable membrane protein 

YNL123w - yeast (Saccharomyces cerevisiae) 
>gi_1183950_emb_CAA93384_ (Z69382) N1897 [Saccharomyces 
cerevisiae] >gi_1302054_emb_CAA9600 4_ (Z71399) ORF YNL123w 
[Saccharomyces cerevisiae] 

Seq. No. 22175 

Contig ID 94056_1 . R1040 

5 T -most EST asn701132215.h2 

Method BLASTX 

NCBI GI g486964 

BLAST score 308 

E value 1.0e-27 



3548 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 r -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5* -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



116 
47 

CCR4 protein - yeast (Saccharomyces cerevisiae) >gi_171854 
(L05146) Ccr4p: Carbon catabolite repressor protein 
[Saccharomyces cerevisiae] >gi_386682 (L05027) repressor 
protein [Saccharomyces cerevisiae] 



22176 

94120_1.R1040 

LIB3170-054-Q1-J1-A5 

BLASTN 

g4039114 

37 

4-0e-ll 

180 
84 

Glycine max alcohol -dehydrogenase 



(Adh-2) gene, partial cds 



22177 

94128JL.R1040 
uC-gmflminsoy026a09bl 

22178 

94140JL.R1040 

LIB317Q-054-Q1-J1-C7 

BLASTX 

g4335739 

282 

6.0e-25 

74 

69 

(AC006248) hypothetical protein [Arabidopsis thaliana] 
22179 

94144JL.R1040 
g4286798 

22180 

94144_2.R1040 
jC-gmle01810030b04dl 

22181 

94164JL.R1040 
LIB3170-054-Q1-J1-G3 

22182 

94169J..R1040 
jC-gmst02400067c07dl 

22183 

94202JL.R1040 

LIB3170-054-Q1-K1-C4 

BLASTX 

g2213600 

1160 

1.0e-127 
331 



3549 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 



69 

(AC000348) T7N9.20 [Arabidopsis thaliana] 
22184 

94206_1.R1040 

LIB3170-054-Q1-K1-C8 

BLASTX 

g3877439 

128 

2.0e-12 

103 
43 

(Z72510) similarity to yeast UTR3 protein {Swiss Prot 
accession number P21374); cDNA EST EMBL:D72822 comes from 
this gene; cDNA EST EMBL:D757 63 comes from this gene; cDNA 
EST yk274e3.3 comes from this gene; cDNA EST yk274e3.5 c 

22185 

94206_2.R1040 
seb700650923.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22186 

94228_1.R1040 

LIB3170-054-Q1-K1-E9 

BLASTX 

g4467126 

318 

2.0e-29 

140 

48 

(AL035538) guanine nucleotide-exchange protein-like 
[Arabidopsis thaliana] 

22187 

94247JL.R1040 

jC-gmst02400063cllal 

BLASTX 

g3047115 

199 

5.0e-15 

174 

35 

(AF058919) No definition line found [Arabidopsis thaliana] 
22188 

94255_1.R1040 

zhf700955739.hl 

BLASTX 

gl730836 

346 

3.0e-32 

275 

35 

HYPOTHETICAL 54.2 KD PROTEIN IN ZWF1-BLH1/LAP3 INTERGENIC 

REGION >gi_2131939_pir S63206 hypothetical protein YNL240c 

- yeast {Saccharomyces cerevisiae) 

>gi_1183974_emb_CAA93358_ (Z69381) N1114 [Saccharomyces 



3550 



CI 



cerevisiae] >giJL302274_emb_CAA96145_ (Z71516) ORF YNL240c 
[Saccharomyces cerevisiae] 



Seq. No. 


22189 


Contia ID 


94269 1.R1040 


5 1 -most EST 


jC-gmro02800035gl0dl 


Seq. No. 


22190 


Contig ID 


94276 1.R1040 


5 '-most EST 


LIB3170-055-Q1-J1-C7 


Method 


BLASTX 


NCBI GI 


g2252631 


BLAST score 


174 


E value 


5.0e-12 


Match length 


66 


% identity 


52 


NCRT Pp^rri nt~ i ori 

Xi \~t i-/ -L "s^ J L f-s \ LVli 


^179^97*3} h vnothpf" i fa 1 nrnfpi n f AtpVii Hnn<=!"i «? th^liPn^iT 

\ \~> Zs *J y 1 -J j 11 jf r *— H" ' — L OCl-L. J. — ■ ~ -L 11 {_ / i4_ di^JL V-l O -L O U 110. J-X GilU J 


Seq. No. 


22191 


Contia ID 


94278 1 R1040 

_/ ^ ' O J. • 1\_L U " U 


5 ? -most EST 


LIB3170-055-Q1-J1-E11 


Seq. No. 


22192 


Contig ID 


94297 1.R1040 


5' -most EST 


iC-omro02910008d08dl 




RLASTX 


NCBI GI 


g3212865 


BLAST score 


234 




2 . Oe-19 


Match 1 print h 


86 


% idpntitv 


60 






Cpfr "Kin 


6-1 






5 1 -most EST 


taw700659178 hi 


Seq. No. 


22194 


Contia ID 


94407 1 R1040 


5 1 -most EST 


uC-gmrominsoy035eO 6b 1 


Method 


BLASTX 


NCBI GI 




BLAST srorp 


150 


E value 


2.0e-09 


Match length 


46 


% identltv 


59 




Rpr-1 nrnt^in - nsr^lpv >rr-i *3QfI1 97 e^rob PAA4fi41^ (Xfift 




urj. i [ rc LXUocxxiiuiLL ^x. xoLyuxLL j /yx 4 1 x jxu cilluj v^riri^i ^ J X u 




(X62653) BPF-1 [Petroselinum cri spurn] ~ " ~ 


Seq. No. 


22195 


Contig ID 


94413 1.R1040 


5' -most EST 


jC-gmf!02220071e04dl 


Seq. No. 


22196 


Contig ID 


94451 1.R1040 


5* -most EST 


trc700565737,hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



BLASTX 

g731284 

318 

8.0e-29 

228 

35 

HYPOTHETICAL 75.2 KD PROTEIN IN ACS1-GCV3 INTERGENIC REGION 

>gi_1077482_pir S51971 probable membrane protein YAL048c - 

yeast (Saccharomyces cerevisiae) >gi_595536 (U12980) 
Yal048cp [Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5' -most EST 



22197 

94451_2.R1040 
jOgmro02910009elOdl 



Seq. No. 
Contig ID 
5' -most EST 



22198 

94469JL.R1040 
jsh701066027.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22199 

94481_1.R1040 

6HC-02-Q1-E1-G3 

BLASTX 

g4510376 

413 

3.0e-40 

172 

47 

(AC007017) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22200 

94486JL.R1040 

jC-gmst02400005c09dl 

BLASTX 

g4467144 

179 

6.0e-13 

50 

68 

(AL035540) putative phosphatidylinositol synthase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22201 

94494JL.R1040 

LIB3170-057-Q1-J1-D1 

BLASTN 

gl68579 

184 

5.0e-99 

348 

90 

Maize pyruvate, orthophosphate dikinase mRNA, 



complete cds 



Seq. No. 
Contig ID 
5 '-most EST 



22202 

94497_1.R1040 
jC-gmfl02220080d02dl 



3552 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



22203 

94519_1.R1040 
LIB3170-057-Q1-J1-F12 

22204 

94521J..R1040 
LIB3170-057-Q1-K1-F3 

22205 

94544_1.R1040 

vwf700675270.hl 

BLASTX 

g2181180 

238 

3.0e-30 

226 

40 

(Z84377) xylosidase [Aspergillus mgerj 
22206 

94554_1.R1040 
LIB3170-067-Q1-K1-B10 

BLASTX 

g3413716 

199 

3.0e-15 

137 

(AC004747) unknown protein [Arabidopsis thaliana] _ 
>gi_3643589 (AC005395) unknown protein [Arabidopsis 
thaliana] 

22207 

94569JL.R1040 
LIB3170-057-Q1-K1-C6 
BLASTX 
gl806144 
568 

1.0e-58 
165 
71 

(X97316) cdc2MsE [Medicago sativa] 
22208 

94597JL.R1040 
LIB3170-057-Q1-K1-F11 
BLASTX 
g3024425 
821 

3.0e-88 
188 
82 

PYRUVATE, PHOSPHATE DIKINASE PRECURSOR _„ 297 
( PYRUVATE, ORTHOPHOSPHATE DIKINASE) >gi_107 6700_pir — S5d^9/ 
pyruvate, orthophosphate dikinase (EC 2.7.9.1) - Flaveria 
pringlei >gi 577776_emb_CAA53223_ (X75516) 
pyruvate, orthophosphate dikinase [Flaveria prmglei] 



3553 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22209 

94620_1.R1040 

LIB3170-057-Q1-K1-H3 

BLASTX 

gl486472 

342 

6.0e-32 

71 

85 

(X99853) oxoglutarate malate translocator [Solanum 
tuberosum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22210 

94640_1.R1040 

dpv701103669.hl 

BLASTX 

g2499115 

966 

1.0e-105 

196 

91 

VACUOLAR ASSEMBLY PROTEIN VPS41 HOMOLOG >gi_1835788 
(U86662) VPS41 [Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22211 

94648_1.R1040 

LIB3170-058-Q1-J1-C7 

BLASTX 

g2731377 

327 

6.0e-30 

236 

36 

(U28739) similar to alcohol dehydrogenase/ribitol 
dehydrogenase [Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5' -most EST 



22212 

94660_1.R1040 
jC-gmle01810005f09dl 



Seq. No. 

Contig ID 
5 1 -most EST 



22213 

94660_2.R1040 
jC-gmro02910070a09dl 



Seq. No. 
Contig ID 
5 '-most EST 



22214 

94670J..R1040 
g4290342 



Seq. No. 

Contig ID 
5 '-most EST 



22215 

94688_1.R1040 
LIB3170-058-Q1-J1-K7 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



22216 

94732_1.R1040 

LIB3170-058-Q1-K1-E12 

BLASTX 



3554 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl22772 
226 

2.0e-18 

90 

57 

TRANSCRIPTION FACTOR HBP-1B >gi_100809_pir S15347 

transcription factor HBP-lb - wheat >gi_21635_embJIAA40102_ 
(X56782) HBP-lb [Triticum aestivum] 



Seq. No. 


22217 


Contig ID 


94765 1.R1040 


S ' — mnqf" EST 


LIB3170-058-O1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3172025 


BLAST score 


606 


E value 


1.0e-63 


Match length 


181 


% identity 


66 


NCBI Description 


(AB005805) aldehyde 


Seq. No. 


22218 


Contig ID 


94769 1.R1040 


5 '-most EST 


dpv701103685.hl 


Method 


BLASTX 


NCBI GI 


g3548803 


BLAST score 


672 


E value 


2.0e-70 


Match length 


158 


% identity 


82 


NCBI Description 


(AC005313) putative 



thaliana] >gi_4335770_gb_AAD17447_ (AC006284) putative 
SMUBP-2 [mouse] DNA-binding protein [Arabidopsis thaliana] 

Seq. No. 22219 

Contig ID 94790JL .R1040 

5' -most EST LIB3170-059-Q1-J1-C2 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



22220 

94791JL.R1040 

LIB3170-059-Q1-J1-C4 

BLASTX 

gl223579 

330 

1.0e-30 

105 

65 

(X96481) cDNAlOl [Arabidopsis thaliana] 
22221 

94792JL.R1040 
jC-gmle01810051h03dl 

22222 

94792_2.R1040 
jC-gmro02910067b01dl 



Seq. No. 



22223 



3555 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94805_1.R1040 
LIB3170-059-Q1-J1-E2 

22224 

94813J..R1040 
jC-gmst02400050gl2dl 

22225 

94908_1.R1040 
uC-gmropic064b05bl 

22226 

94 909J..R1040 

jC-gmro02800031e05dl 

22227 

94927_1.R1040 

LIB3170-060-Q1-J1-E10 

BLASTX 

g4337189 

205 

8.0e-16 

59 
63 

(AC006403) 
thaliana] 



putative calmodulin-binding protein [Arabidopsis 



22228 

94929JL.R1040 
jC-gmro02910020c04dl 

22229 

94947_1.R1040 

LIB3170-060-Q1-J1-G6 

BLASTX 

g461736 

152 

7.0e-10 

51 

69 

MITOCHONDRIAL CHAPERONIN HSP60-2 PRECURSOR 

>gi_478786_pir S29316 chaperonin 60 - cucurbit 

>gi_1254 6_emb_CAA50218_ (X70868) chaperonin 60 [Cucurbita 
sp. ] 

22230 

95038_1.R1040 

bth700846680.hl 

BLASTX 

g4490297 

174 

2.0e-12 

166 

31 

(AL035678) putative protein [Arabidopsis thaliana] 



Seq. No. 



22231 



3556 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95040JL.R1040 

LIB3170-061-Q1-J1-A9 

BLASTX 

g2262172 

249 

5.0e-37 

122 

62 

(AC002329) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



22232 

95081JL.R1040 
bth700848755.hl 



Seq. No. 
Contig ID 
5' -most EST 



22233 

95082_1.R1040 
LIB3170-061-Q1-J1-F12 



Seq. No. 
Contig ID 
5' -most EST 



22234 

95084J..R1040 
jC-gmle01810042h05dl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22235 

95103J..R1040 

fC-gmse700675662rl 

BLASTX 

g3047085 

269 

3.0e-23 

118 

46 

(AF058914) No definition line 



found [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22236 

95104J..R1040 

LIB3170-061-Q1-J1-H11 

BLASTX 

gl617200 

160 

1.0e-10 

37 
78 

(Y08607) Shaggy-like kinase 



6 [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5' -most EST 



22237 

95105JL,R1040 
jC-gmfl02220051d04dl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



22238 

95108JUR1040 

LIB3170-061-Q1-J1-H6 

BLASTX 

g3785995 

247 

1.0e-20 

77 
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% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq* No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



68 

(AC005499) unknown protein [Arabidopsis thaliana] 
22239 

95108_2.R1040 
jC-gmst02400069d03dl 

22240 

95115JL.R1040 
ncj700978480.hl 

22241 

95122JL.R1040 

LIB3170-061-Q1-K2-B11 

BLASTX 

g2244772 

508 

1.0e-51 

152 
64 

(Z97335) transport protein [Arabidopsis thaliana] 
22242 

95185J..R1040 
LIB3170-061-Q1-K2-H12 

22243 

95203_1.R1040 
jC-gmfl02220142g07dl 

22244 

95205JL.R1040 

LIB3170-062-Q1-J1-B11 

BLASTX 

g4262174 

813 

3.0e-87 

193 
50 

(AC005508) 9058 [Arabidopsis thaliana] 
22245 

95221JL.R1040 
LIB3170-085-Q1-J1-H5 

22246 

95226_1.R1040 
LIB3170-062-Q1-J1-D7 

22247 

95238_1.R1040 
LIB3170-062-Q1-J1-E5 

22248 

95250JL.R1040 
LIB3170-062-Q1-J1-G10 



3558 



Seq. No. 


22249 


Contig ID 


95261 1.R1040 


5 '-most EST 


LIB3170-062-Q1-J1-H10 


Spcn No . 


22250 


Conticr ID 


95281 1.R1040 


5' -most EST 


LIB3170-062-Q1-K1-A9 


Sea No. 


22251 


Contig ID 


95282 1.R1040 


5 1 -most EST 


LIB3 170-0 62-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g4160573 


BLAST score 


207 


E value 


3.0e-16 


Match length 


84 


% identity 


48 


NCBI Description 


(AL035226) guanine nucleotide 



subunit-like [Schizosaccharomyces pombe] 

Seq. No. 22252 

Contig ID 95326_1 .R1040 

5' -most EST LIB3170-062-Q1-K1-F5 



Seq. No. 
Contig ID 
5' -most EST 



22253 

95351JL.R1040 
ssr700555502.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



22254 

95353JL.R1040 

LIB3170-0 64-Q1-J1-B1 

BLASTN 

gl372965 

48 

8.0e-18 

104 
87 

Vicia faba CREB-like protein mRNA, complete cds 
22255 

95363_1.R1040 
LIB317 0-064-Q1-J1-B3 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22256 

95372_1.R1040 
ncj700987326.hl 

22257 

95390_1.R1040 
LIB3170-066-Q1-J1-C6 

BLASTN 

g3925362 

34 

2.0e-09 

99 

95 

Malus domestica homeodomain protein (h3) mRNA f complete cds 



3559 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



22258 

95398J..R1040 

fC-gmse700829816dl 

BLASTX 

g3413513 

642 

4.0e-67 

153 

78 

(AJ000266) glucose-6-phosphate isomerase [Spinacia 
oleracea] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



22259 

95460_1.R1040 

fde700875403.hl 

BLASTX 

g2501612 

432 

1.0e-42 

130 
60 

HYPOTHETICAL 89.8 KD PROTEIN YPL207W 

>gi_2133000_pir S65226 probable membrane protein YPL207w 

yeast (Saccharomyces cerevisiae) >gi_1370430_emb_CAA97922_ 
(Z73563) ORF YPL207w [Saccharomyces cerevisiae] 

22260 

95496JL.R1040 
LIB3170-065-Q1-J1-D6 

22261 

95525JL.R1040 

fC-gmle7000786711al 

BLASTX 

g3805845 

1684 

0.0e+00 

397 

79 

(AL031986) putative protein [Arabidopsis thaliana} 
22262 

95588JL.R1040 

jC-gmfl02220065alldl 

BLASTX 

g4102839 

550 

3.0e-56 

149 

69 

(AF016713) LeOPTl [Lycopersicon esculentum] 
22263 

95588_2.R1040 
wvk700681142.h2 
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€1 



Seq, No. 


22264 


Contig ID 


95589 1.R1040 


5* -most EST 


LIB3170-066-Q1-J1-B4 


Seq. No. 


22265 


Contig ID 


95589 2.R1040 


S'-most EST 


jC-gmst02400Qllhlldl 


Seq. No. 


22266 


Contig ID 


95591 1.R1040 


5* -most EST 


pxt700945131.hl 


Seq. No. 


22267 


Conticr ID 


95604 1.R1040 


5' -most EST 


LIB3170-066-Q1-K1-D5 


Sea No 


22268 


Contig ID 


95614 1.R1040 


5 '-most EST 


LIB3170-066-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g4336434 


BLAST score 


398 


E value 


1.0e-38 


Match length 


141 


% identity 


57 


NCBI Description 


(AF092431) nodule-enhanced 




T LiOtus "T anonicns 1 


Seq. No. 


22269 


Contig ID 


95620 1.R1040 


5 1 -most EST 


iC-amle01810094a01dl 


Seq. No. 


22270 


Contig ID 


95625 1.R1040 


5 T -most EST 


jC-gmle01810088d04dl 


Seq. No. 


22271 


Contig ID 


95629 1.R1040 


5' -most EST 


LIB3170-066-Q1-J1-H2 


Seq. No. 


22272 


Contig ID 


95664 1.R1040 


5 '-most EST 


LIB3170-066-Q1-K1-D8 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22273 

95686JL.R1040 

LIB3170-066-Q1-K1-G5 

BLASTX 

gl931650 

181 

4.0e-13 

118 
41 

(U95973) disease resistance protein RPM1 isolog 
[Arabidopsis thaliana] 



Seq. No. 



22274 



3561 



Contig ID 


95700 1.R1040 






5 1 -most EST 


LIB3170-067-O1 


-Jl 


-All 


Seq. No. 


22275 






Contig ID 


95719 1.R1040 






5 1 -most EST 


LIB3170-072-Q1 


-Jl 


-CIO 


Seq, No. 


22276 






Contig ID 


95726 1 R1040 






5 1 -most EST 


LIB31T0-067-Q1 


-Jl 


-C8 


Qpnr Mrs 


22277 






Contig ID 


95738 1.R1040 






5 T -most EST 


LIB3170-067-Q1 


-Jl 


-E10 


Method 


BLASTX 






NCBI GI 


g3047082 






BLAST score 


393 






E value 


7.0e-38 






Match length 


85 






% identity 


78 






NCBI Description 


(AF058914) similar to 



precursor (GB:X99348) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22278 

95854JL.R1040 

uC-gmflminsoy069g04bl 

BLASTX 

g2281086 

179 

5.0e-13 

78 

49 

(AC002333) indole-3-acetate beta-glucosyltransferase isolog 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -mo st EST 



22279 

95871J..R1040 
uC-gmropic0001a04al 



Seq. No. 
Contig ID 
5' -most EST 



22280 

95874J..R1040 
LIB3170-068-Q1-J1-F1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22281 

95907JL.R1040 

LIB3170-068-Q1-K1-D9 

BLASTX 

g2597826 

135 

3.0e-16 

71 

63 

(Y14590) class IV chitinase 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



22282 

95922JL.R1G40 
LIB3170-068-Q1-K1-E6 



3562 



Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

gl710032 

300 

1.0e-26 

241 

41 

RETINOBLASTOMA BINDING PROTEIN 2 (RBBP-2) 

>gi_2136106_pir 178879 retinoblastoma binding protein 2 - 

human >gi_435778_bbs_138858 (S66431) retinoblastoma binding 
protein 2, RBP2 [human, Nalm-6 pre-B cell leukemia, 
Peptide, 1722 aa] [Homo sapiens] 

22283 

95924J..R1040 
LIB3170-068-Q1-K1-E9 

22284 

95946JL.R1040 

LIB3170-068-Q1-K1-H1 

BLASTN 

g2264310 

35 

4.0e-10 

115 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKP11, complete sequence [Arabidopsis thaliana] 

22285 

95957JL.R1040 
LIB3170-069-Q1-J1-B4 

22286 

95969JL.R1040 

jC-gmfl02220127f05dl 

BLASTX 

g266567 

557 

5.0e-57 

148 

72 

MITOCHONDRIAL PROCESSING PEPTIDASE ALPHA SUBUNIT PRECURSOR 
(ALPHA-MPP) (UBIQUINOL-CYTOCHROME C REDUCTASE SUBUNIT II) 

>gi_421956_pir S23558 mitochondrial processing peptidase 

(EC 3.4.99.41) alpha chain precursor - potato 

>gi__21493__emb_CAA4 6990_ (X66284) mitochondrial processing 

peptidase [Solanum tuberosum] 

22287 

95971J..R1040 
LIB3170-069-Q1-J1-F4 

22288 

95975J..R104G 
jC-gmfl02220065fllal 



Seq. No. 



22289 



3563 



Contig ID 
5 '-most EST 



95977J..R1040 
LIB3170-069-Q1-J1-D5 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



22290 

96012JL.R1040 

j C-gmf 1 02 2 2 0 0 9 9b 1 2dl 

22291 

96015_1.R1040 
LIB3170-069-Q1-J1-H9 



22292 

96018JL.R1040 

wrg700787090.h2 

BLASTN 

g22445 

223 

1.0e-122 

253 
98 

Zea mays ZMPMS1 



gene for 19 kDa zein protein 



22293 

96018_2.R1040 

jC-gmro02910022c05dl 

BLASTN 

gl68675 

756 

0.0e+00 

804 

99 

Maize mutant zein (zE19) 



gene, complete cds 



22294 

96025JL.R1040 

wrg700789204.h2 

BLASTN 

g22528 

319 

1.0e-179 

343 

98 

Zea mays mRNA encoding a zein (clone A20) 



22295 

96034J..R1040 

LIB3170-069-Q1-K1-E9 

BLASTN 

g22528 

601 

0.0e+00 

697 

96 

Zea mays mRNA encoding 



a zein (clone A20) 



22296 

96046 1.R1040 



3564 



5' -most EST 


jC-gmle01810002b04dl 


Method 


BLASTX 


NCBI GI 


g3395938 


BLAST score 


293 


E value 


5.0e-26 


Match length 


90 


% identity 


34 


NCBI Description 


(AF076924) polypyrimidine tract -binding protein 




[Arabidopsis thaliana] 


Seq. No. 


22297 


Contig ID 


96051 1.R1040 


5 '-most EST 


LIB3170-070-Q1-J1-B12 


Seq. No. 


22298 


Contig ID 


96055 1.R1040 


5 1 -most EST 


LIB3170-070-Q1-J1-B5 


Method 


BLASTX 


NCBI GI 


g2760839 


BLAST score 


161 


E value 


9.0e-ll 


Match length 


80 


% identity 


46 


NCBI Description 


(AC003105) putative receptor kinase [Arabidopsii 


Seq. No. 


22299 


Contig ID 


96056 1.R1040 


5 '-most EST 


jC-gmfl02220092a02dl 


Seq. No. 


22300 


Contig ID 


96057 1.R1040 


5 T -most EST 


LIB3170-070-Q1-J1-B7 


Method 


BLASTX 


NCBI GI 


g4454026 


BLAST score 


294 


E value 


4.0e-36 


Match length 


133 


% identity 


62 


NCBI Description 


(AL035394) phosphatase like protein [Arabidopsi: 


Seq. No. 


22301 


Contig ID 


96067 1.R1040 


5' -most EST 


LIB3170-070-Q1-J1-C7 


Seq. No. 


22302 


Contig ID 


96074 1 R1040 


S'-most EST 


LIB3170-070-Q1-J1-D6 


Seq. No. 


22303 


Contig ID 


96077 1.R1040 


5 '-most EST 


jC-gmro02910074gl0dl 


Method 


BLASTX 


NCBI GI 


g3643596 


BLAST score 


361 


E value 


3.0e-34 


Match length 


90 


% identity 


79 



3565 



€1 ^ 

SCBI Description (AC005395) hypothetical protein [Arabidopsis thalrana] 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



22304 

96095JL.R1040 
LIB3170-070-Q1-J1-G10 

22305 

96098_1.R1040 
jC-gmst02400077h03dl 

22306 

96100JL.R1040 
LIB3170-070-Q1-J1-G5 

22307 

96109_1.R1040 
LIB3170-072-Q1-J1-A5 

22308 

96114JL.R1040 
LIB3170-084-Q1-J1-F10 

22309 

96120JL.R1040 
LIB3170-070-Q1-K2-B12 

22310 

96126JUR1040 
LIB3170-070-Q1-K1-E11 

22311 

96134 1.R1040 
LIB3170-070-Q1-K2-H11 

22312 

96191_1.R1040 
trc700562023.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



22313 

96192_1.R1040 
LIB3170-071-Q1-K1-H6 

BLASTX 

g2217970 

211 

6.0e-17 

120 

12 ■ i 

(Z97074) p40 [Homo sapiens] 

22314 

96211_1.R1040 
LIB3170-071-Q1-J1-A12 

BLASTX 

g4263777 

992 

0.0e+00 
430 



3566 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



71 

(AC006068) putative serine carboxypeptidase II [Arabidopsis 
thaliana] >gi_4510391_gb_AAD2147 9 . 1_ (AC007017) putative 
serine carboxypeptidase II [Arabidopsis thaliana] 

22315 

96224J..R1040 
LIB3170-071-Q1-J1-C10 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



22316 

96226JL.R1040 
LIB3170-071-Q1-J1-C5 

22317 

96234_1.R1040 
LIB3170-071-Q1-J1-D12 



Seq. No. 
Contig ID 
5' -most EST 



22318 

96240JL.R1040 
LIB3170-071-Q1-J1-E10 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



22319 

96246JL.R1040 
jC-gmst02400058e02dl 

22320 

96260JL.R1040 
LIB3170-071-Q1-J1-G8 

22321 

96266JL.R1040 

LIB3170-071-Q1-J1-H6 

BLASTX 

g586693 

277 

1.0e-46 

288 
39 

HYPOTHETICAL 86.0 KD PROTEIN IN DCTA-DPPF INTERGENIC REGION 

PRECURSOR (F779) >gi_1073472_pir S47753 hypothetical 

protein f779 - Escherichia coli >gi_466670 (U00039) No 
definition line found [Escherichia coli] 

22322 

96271__1. R1040 
jC-gmfl02220091al0al 

22323 

96307JL.R1040 
LIB3170-071-Q1-K1-F3 

22324 

96313JL.R1040 

xpa700796924.hl 

BLASTX 

g282881 

202 



3567 



€1 



E value 


3.0e-16 


Match length 


74 


% identity 


46 


NCBI Description 


receptor-like protein kinase precursor 




thaliana >gi 166846 (M84658) receptor- 




[Arabidopsis thaliana] 


Sea. No. 


22325 


Contig ID 


96337 1.R1040 


5 ? -most EST 


jC-gmro02910065b07dl 


Method 


BLASTX 


NCBI GI 


gl620369 


BLAST score 


465 


E value 


2.0e-46 


Match length 


118 


% identity 


73 


NCBI Description 


(Y08781) peroxidase ATP22a [Arabidopsi 


Seq. No. 


22326 


Contig ID 


96342 1.R1040 


5 1 -most EST 


LIB3170-072-O1-J1-B7 


Sea No 


22327 


font*:} cr TD 


96349 1 R1040 


5 T -most EST 


LIB3 170-0 72-Q1-J1-C2 






Contig ID 


96377 1 R1040 


5 '-most EST 


LIB3lT0-075-Ol-Kl-G5 


Method 


BLASTN 


NCBI GI 


g3928074 


BLAST score 


39 


E value 


2.Ge-12 


Match length 


75 


% identity 


88 


NCBI Description 


Arabidopsis thaliana chromosome II BAC 



- Arabidopsis 



sequence, complete sequence [Arabidopsis thaliana] 

Seq. No. 22329 

Contig ID 96388JL .R1040 

5' -most EST uaw700664277.hl 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 f -most EST 



22330 

96400JL.R1040 
pxt700942108.hl 

22331 

96429_2.R1040 
vzy700756380.hl 

22332 

96433J..R1040 
LIB3170-072-Q1-K1-E10 



Seq. No. 
Contig ID 
5 '-most EST 



22333 

96469JL.R1040 
pmv700888612.hl 



3568 



Method 


BLASTX 


NCBI GI 


g3135611 


BLAST score 


721 


E value 


2.0e-76 


Match length 


150 


% identity 


86 


NCBI Description 


(AF062485) cellulose synthase [Arabidopsis thaliana] 


Seq. No. 


22334 


Contig ID 


96480 1.R1040 


5' -most EST 


jC-gmst02400026b09dl 


Method 


BLASTX 


NCBI GI 


g4432814 


BLAST score 


348 


E value 


1.0e-32 


Match length 


117 


% identity 


58 


NCBI Description 


(AC006593) unknown protein [Arabidopsis thaliana] 


Seq. No. 


22335 


Contig ID 


96485 1.R1040 


5 1 -most EST 


LIB3170-073-Q1-J1-C2 


Method 


BLASTX 


NCBI GI 


g4510418 


BLAST score 


203 


E value 


7.0e-16 


Match length 


93 


% identity 


51 


NCBI Description 


(AC006929) hypothetical protein [Arabidopsis thaliana^ 


Seq. No. 


22336 


Contig ID 


96510 1.R1040 


5 f -most EST 


LIB3170-073-Q1-J1-F1 


Method 


BLASTX 


NCBI GI 


g4490341 


BLAST score 


374 


E value 


4.0e-48 


Match length 


105 


% identity 


80 


NCBI Description 


(AL035656) putative protein [Arabidopsis thaliana] 


Seq. No. 


22337 


Contig ID 


96515 1.R1040 


5 '-most EST 


LIB3170-073-Q1-J1-F4 


Method 


BLASTX 


NCBI GI 


g2983290 


BLAST score 


187 


E value 


7.0e-14 


Match length 


84 


% identity 


42 


NCBI Description 


(AE000703) UMP kinase [Aquifex aeolicus] 


Seq. No. 


22338 


Contig ID 


96521 1.R1040 


5' -most EST 


jC-gmle01810063f05dl 


Seq. No. 


22339 



3569 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96539_1.R1040 
LIB3170-073-Q1-K1-A1 

22340 

96588JL.R1040 
LIB3170-073-Q1-K1-F12 

22341 

96623JLR1040 

LIB3170-074-Q1-J1-A7 

BLASTX 

gll68470 

304 

1.0e-27 

91 

63 

PROTEIN KINASE APK1A >gi_282877_pir S28615 protein kinase, 

tyrosine/serine/threonine-specific (EC 2.7.1.-) - 
Arabidopsis thaliana >gi_217829_dbj_BAA02092_ (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 



Seq. No. 


22342 


Contig ID 


96630JL. 


R 1 —mr\>=:t- VQT 
D IUU o U Hiux 


T TR^1 7fl — 


JlYIgT-IIOU. 


LJ±j£±D 1 A 


NCBI GI 


g3413886 


BLAST score 


175 


Hi V ul U.C 


2 . Oe-12 


Match length 


148 


% identity 


31 


NCBI Description 


(AB00793 


Seq. No. 


22343 


Contig ID 


96638 1. 


5 T -most EST 


LIB3170- 


Seq. No. 


22344 


Contig ID 


96652 1, 


5' -most EST 


LIB3170- 


Method 


BLASTX 


NCBI GI 


gl514643 


BLAST score 


418 


E value 


7.0e-41 


Match length 


153 


% identity 


58 


NCBI Description 


(Z70524) 


Seq. No. 


22345 


Contig ID 


96654 1. 


5 '-most EST 


LIB3170- 


Seq. No. 


22346 


Contig ID 


96664 1. 


5* -most EST 


LIB3170- 


Seq. No. 


22347 



R1040 



-J1-B9 



KIAA0462 protein [Homo sapiens] 



R1040 



R1040 



PDR5-like ABC transporter [Spirodela polyrrhiza] 



R1040 



R1040 



3570 







Contig ID 


96685 1.R1040 


5 T -most EST 


pxt700946421.hl 


Method 


BLASTX 


NCBI GI 


g2842490 


BLAST score 


156 


E value 


2.0e-10 


Match length 


oo 


% identity 


48 


NCBI Description 


(AL021749) heat-shock prot< 


Seq. No. 




Contig ID 


96686 1.R1040 


5 r -most EST 


LIB3170-078-Q1-J1-C7 


Seq. No. 


22349 


Contig ID 


96749 1.R1040 


5 1 -most EST 


jC-gmle01810051g03al 


Method 


BLASTX 


NCBI GI 


gl777443 


BLAST score 


193 


E value 


9.0e-15 


Match length 


47 


% identity 


68 


NCBI Description 


(U28422) CCA1 [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



DNA-binding protein CCA1 [Arabidopsis thaliana] >gi_4090569 
(U79156) CCA1 [Arabidopsis thaliana] 

22350 

9674 9_2.R1 040 

LIB3170-074-Q1-K1-F12 

BLASTX 

g3281846 

243 

3.0e-20 

54 

78 

(AJ006404) late elongated hypocotyl [Arabidopsis thaliana] 
22351 

96778__1.R1040 

uC-gmflminsoy025h08bl 

BLASTX 

gl!69544 

391 

9.0e-38 

146 

55 

ERD1 PROTEIN PRECURSOR >gi_541859_pir JN0901 ERD1 protein 

- Arabidopsis thaliana >gi_4 97629__dbj_BAA04506_ (D17582) 
ERD1 protein [Arabidopsis thaliana] 

22352 

96785JL.R1040 
LIB3170-075-Q1-K1-B10 



Seq. No. 

Contig ID 



22353 

96796 1.R1040 



3571 



5' -most EST 



LIB3170-075-Q1-K2-C11 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22354 

96801_1.R1040 

LIB3170-075-Q1-K2-C5 

BLAST N 

g4206101 

273 

1.0e-152 

357 

94 

Glycine max retroelement diaspora gag-pol polyprotein 
(gag-pol) pseudogene, partial sequence 



Seq. No. 

Contig ID 
5 T -most EST 



22355 

96806JL.R1040 
LIB3170-075-Q1-K2-D1 



Seq. No. 

Contig ID 
5 f -most EST 



22356 

96812JL.R1040 
LIB3170-075-Q1-K2-D8 



Seq. No. 

Contig ID 

5' -most EST 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22357 

96820_1.R1040 

sat701003629.hl 

BLASTX 

g2673917 

406 

6.0e-40 

94 

41 

(AC002561) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22358 

96827_1.R1040 

LIB3170-075-Q1-K2-F10 

BLASTX 

g3892059 

205 

3.0e-16 

94 
50 

(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



22359 

96832JL.R1040 
LIB3170-075-Q1-K2-F6 



Seq. No. 

Contig ID 
5 1 -most EST 



22360 

96851_1.R1040 
LIB3170-075-Q1-K2-H3 



Seq. No. 
Contig ID 
5 ? -most EST 



22361 

96853_1.R1040 
LIB3170-075-Q1-K2-H6 



3572 



Seq. No. 


22362 


Contig ID 


96951 1.R1040 


5' -most EST 


LIB3170-076-Q1-J1-A9 


Seq. No. 


22363 


Contig ID 


96970 1.R1040 


5 '-most EST 


LIB3170-076-Q1-J1-D10 


Seq. No. 


22364 


Contig ID 


96977 1.R1040 


5 '-most EST 


fC-gmfl700895939d3 


Method 


BLASTX 


NCBI GI 


g2739383 


BLAST score 


218 


E value 


1.0e-17 


M^tch te^nnth 


46 


% identity 


93 


NCBI Description 


(AC002505} unknown nr 

J v J J UilJvllU rill KS dm 


Seq. No. 


22365 


Contig ID 


97003 1.R1040 


5' -most EST 


fC-gmst700654123g2 


Method 


BLASTX 


NCBI GI 


g3121727 


BLAST score 


452 


E value 


3.0e-67 


Match length 


273 


% identity 


49 


NCBI Description 


ALCOHOL DEHYDROGENASE 



III (GLUTATHIONE-DEPENDENT 
(FDH) (FALDH) 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



CLASS 

FORMALDEHYDE DEHYDROGENASE) 
22366 

97012_1.R1040 
LIB3170-076-Q1-K1-A3 

22367 

97032JL.R1040 
LIB3170-076-Q1-K1-D1 



22368 

97034JL.R1040 

jC-gmst02400014b08dl 

BLASTX 

g3738332 

199 

3.0e-15 

110 
43 

(AC005170) putative eukaryotic initiation factor 
[Arabidopsis thaliana] 

22369 

97037J..R1040 

LIB3170-076-Q1-K1-D9 

BLASTX 

g2632254 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



254 

1.0e-28 

103 
69 

(Y12465) serine/threonine kinase [Sorghum bicolor] 
22370 

97057_1.R1040 
LIB3170-076-Q1-K1-G9 



Seq. No. 
Contig ID 
5' -most EST 



22371 

97067JL.R1040 
LIB3170-077-Q1-J1-A11 



Seq. No. 
Contig ID 
5 '-most EST 



22372 

97073_1.R1040 
LIB3170-077-Q1-J1-A5 



Seq. No. 
Contig ID 
5 '-most EST 



22373 

97091_1.R1040 
LIB3170-077-Q1-J1-C12 



Seq. No. 
Contig ID 
5' -most EST 



22374 

97G99JL.R104G 
LIB3170-077-Q1-J1-D10 



Seq. No. 
Contig ID 
5 '-most EST 



22375 

97115JL.R1040 
LIB3170-078-Q1-J1-A6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



22376 

97144 - 1.R1040 

LIB3170-077-Q1-J1-H6 

BLASTX 

g4468817 

256 

3.0e-22 

60 

46 

(AL035601) putative protein [Arabidopsis thaliana] 
22377 

97154JL.R1040 
jsh701065560.hl 

22378 

97178JL.R1040 
LIB3170-077-Q1-K1-C8 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



22379 

97242J..R1040 
jC-gmfl02220098h05dl 

22380 

97261JUR1040 

jC-gmfl02220125hlldl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



gl711618 
167 

1.0e-ll 

54 

63 

LOW AFFINITY SULPHATE TRANSPORTER 
low affinity sulphate transporter 



>gi_1085993_pir S51765 

Stylosanthes hamata 



>gi_607188_emb_CAA57831_ (X82454) low affinity sulphate 
transporter [Stylosanthes hamata] 

22381 

97262JL.R1040 

g4288071 

22382 

97265JL.R1040 

uC-gmrominsoyl21f 10b! 

BLASTX 

gl483150 

574 

5.0e-59 

118 

87 

(D84417) monodehydroascorbate reductase [Arabidopsis 
thaliana] 

22383 

97285JL.R1040 

LIB3170-078-Q1-J1-G11 

BLASTX 

g3335367 

156 

3.0e-10 

53 
49 

(AC003028) unknown protein [Arabidopsis thaliana] 
22384 

97288JL.R1040 
jC-gmro02910027b03dl 

22385 

97309_1.R1040 
pcp700989122.hl 

22386 

97312_1.R1040 
hrw701057724.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



22387 

97341JL.R1G40 

jC-gmfl02220065c06dl 

BLASTX 

gll71577 

214 

7.0e-20 
103 
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% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 

(X95343) hypersensitivity-related gene [Nicotiana tabacum] 
22388 

97352JL.R1040 

LIB3170-078-Q1-K1-F6 

BLASTX 

g4325324 

211 

9.0e-24 

70 

83 

(AF125574) 
thaliana] 



lysyl-tRNA synthetase; LysRS [Arabidopsis 



Seq. No. 

Contig ID 
5' -most EST 



22389 

97362_1.R1040 
rca700996195.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



22390 

97369_1.R1040 

LIB3170-078-Q1-K1-H12 

BLASTX 

g4467151 

307 

1.0e-33 

214 

41 

(AL035540) putative protein [Arabidopsis thaliana] 
22391 

97375_1.R1040 
LIB3170-079-Q1-J1-A10 

22392 

97383_1.R1040 
hyd700726535.hl 

22393 

97386JL.R1040 
LIB3170-079-Q1-J1-B3 

22394 

97387_1.R1040 
LIB3170-079-Q1-J1-B4 

22395 

97406_1.R1040 
jC-gmro02910007b02dl 

22396 

97437_1.R1040 

LIB3170-079-Q1-K1-B4 

BLASTN 

g2351070 

44 

2.0e-15 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



160 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MTH12, complete sequence [Arabidopsis thaliana] 

22397 

97447JL.R1040 

g4313274 

BLASTX 

gl853968 

383 

7.0e-37 

115 
68 

(D88121) CPRD12 protein [Vigna unguiculata] 
22398 

97448_1. R1040 
LIB3170-079-Q1-K1-C5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5' -most EST 



22399 

97489JL.R1040 

trc700563604.hl 

BLASTX 

g4454567 

298 

2.0e-26 

374 

27 

(AF128407) lipase homolog [Arabidopsis thaliana] 
22400 

97500_1,R1040 
LIB3170-080-Q1-J1-A11 

22401 

97513JL.R1040 
LIB3170-080-Q1-J1-D12 



Seq. No. 

Contig ID 
5 '-most EST 



22402 

97 52 6_1 .R10 40 
LIB3170-080-Q1-J1-H11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



22403 

97539J..R1040 

LIB3170-080-Q1-K1-B11 

BLASTX 

g2623301 

459 

1.0e-45 

119 
71 

(AC002409) putative kinase [Arabidopsis thaliana] 
22404 

97541_1.R1040 
LIB3170-080-Q1-K1-B2 



3577 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22405 

97553JL.R1040 

LIB3170-080-Q1-K1-G6 

BLASTX 

g4455213 

742 

5.0e-79 

164 
86 

(AL035440) 
thaliana] 



glutamine amidotransferase/cyclase [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



22406 

97554JL.R1040 

LIB3170-080-Q1-K1-C7 

BLASTX 

gll68548 

143 

6.0e-09 

32 

91 

HOMEOBOX-LEUCINE ZIPPER PROTEIN ATHB-7 (HD-ZIP PROTEIN 

ATHB-7) >gi_629527j?ir S47137 homeotic protein Athb-7 

Arabidopsis thaliana >gi_499164_emb_CAA47 425_ (X67032) 
[Arabidopsis thaliana] 

22407 

97609JL.R1040 
LIB3170-081-Q1-J1-A11 



orf 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22408 

97619_1.R1040 

LIB3170-081-Q1-J1-B10 

BLASTX 

g4580394 

124 

7.0e-ll 

62 

65 

(AC007171) 
thaliana] 



putative fatty acid elongase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



22409 

97643_1.R1040 

LIB3170-081-Q1-J1-E10 

BLASTX 

g3738315 

240 

5.0e-20 

80 

64 

(AC005170) unknown protein [Arabidopsis thaliana] 
22410 

97648J..R1040 
LIB3170-081-Q1-J1-E8 



3578 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22411 

97656JL.R1040 

jC-gmro02910007clldl 

BLASTX 

g2832616 

247 

6.0e-21 

120 

48 

(AL021711) heat shock transcription factor 
[Arabidopsis thaliana] 



like protein 



Seq. No. 
Contig ID 
5' -most EST 



22412 

97658JUR1040 
jC-gmfl02220090a03dl 



Seq. No. 
Contig ID 
5 1 -most EST 



22413 

97738_1.R1040 
LIB3170-082-Q1-J1-A11 



Seq. No. 
Contig ID 
S'-most EST 



22414 

97760_1.R1040 
LIB3170-082-Q1-J1-C11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22415 

97790_1.R1040 

LIB3170-082-Q1-J1-E9 

BLASTX 

g4220480 

154 

5.0e-10 

56 

66 

(AC006069) unknown protein [Arabidopsis thaliana] 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22416 

97790_2.R1040 

jC-gmle01810090b09dl 

BLASTX 

g4220480 

234 

2.0e-19 

94 

61 

(AC006069) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



22417 

97804J..R1040 
LIB3170-082-Q1-J1-G2 



Seq. No. 
Contig ID 
5 r -most EST 
Method 
NCBI GI 
BLAST score 



22418 

97815_1.R1040 

LIB3170-082-Q1-J1-H4 

BLASTX 

g4249411 

246 



3579 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



7.0e-21 

78 

58 

(AC006072) unknown protein [Arabidopsis thaliana] 
22419 

97826JL.R1040 
vzy700752039.hl 

22420 

97839J..R1040 

rca700997639.hl 

BLASTX 

g2864618 

275 

2.0e-24 

96 

55 

(AL021811) putative protein [Arabidopsis thaliana] 
22421 

97876_1.R1040 
LIB3170-085-Q1-K1-E11 

22422 

97912JL.R1040 
LIB3170-083-Q1-J1-B5 

22423 

97913_1.R1040 
LIB3170-083-Q1-J1-B6 

22424 

97917JL.R1040 

jC-gmro02800029g03dl 

BLASTX 

g3128177 

313 

2.0e-28 

131 

48 

(AC004521) unknown protein [Arabidopsis thaliana] 
22425 

97925_1.R1040 
LIB3170-083-Q1-J1-D11 

22426 

97933_1.R1040 
epx701107549.hl 

22427 

97937JL.R1040 
LIB3170-083-Q1-J1-E3 

22428 

97940 1.R1040 
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5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



zsg701124832.hl 
22429 

97986J..R1040 
LIB3170-083-Q1-K1-C9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22430 

97997JL.R1040 

LIB3170-087-Q1-K1-E10 

BLASTX 

g731528 

202 

1.0e-15 

146 
36 

HYPOTHETICAL 38.2 KD PROTEIN IN BEM2-NCB1 INTERGENIC REGION 

>gi_1077718_pir S50659 hypothetical protein YER156c - 

yeast (Saccharomyces cerevisiae) >gi_603396 (U18917) 
Yerl56cp [Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5 '-most EST 



22431 

98054J..R1040 
LIB3170-084-Q1-J1-B7 



Seq. No. 

Contig ID 
5 '-most EST 



22432 

98060JL.R1040 
LIB3170-084-Q1-J1-C11 



Seq. No. 


22433 


Contig ID 


98075 1.R1040 


5' -most EST 


LIB3170-084-Q1-J1-D8 


Method 


BLASTX 


NCBI GI 


g2980781 


BLAST score 


573 


E value 


4.0e-59 


Match length 


149 


% identity 


72 


NCBI Description 


(AL022198) putative protein [Arabidopsis thaliana] 


Seq. No. 


22434 


Contig ID 


98118 1.R1040 


5' -most EST 


fC-gznst700666011il 


Method 


BLASTX 


NCBI GI 


g2181180 


BLAST score 


525 


E value 


7.0e-53 


Match length 


365 


% identity 


35 


NCBI Description 


(Z84377) xylosidase [Aspergillus niger] 



Seq. No. 22435 

Contig ID 98140_1 .R1040 

5' -most EST epx701106138 . hi 

Seq. No. 22436 

Contig ID 98151JL . R1040 

5 r -most EST ssr700554413.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



BLASTX 

g2738752 

500 

6.0e-67 

171 

77 

(AF016306) sulfate permease [Zea mays] 
22437 

98170_1.R1040 

uC-gmromins oy2 0 7 e 0 lb 1 

BLASTX 

g2252634 

379 

2.0e-36 

129 

59 

(U95973) hypothetical protein [Arabidopsis thaliana] 
22438 

98187JL.R1040 
LIB3170-085-Q1-J1-B7 

22439 

98209_1.R1040 

jC-gmfl02220079c06dl 

BLASTX 

g2842689 

224 

4.0e-18 

142 
39 

HYPOTHETICAL 50.4 KD PROTEIN C1F8.04C IN CHROMOSOME I 
>gi_1638851_emb_CAB03598_ (Z81312) unknown 
[Schizosaccharomyces pombe] 

22440 

98214_1.R1040 
LIB3170-085-Q1-J1-G5 

22441 

98221_1.R1040 
jC-gmro02910063flldl 

22442 

98229_1.R1040 

uC-gmropic05 6e0 6b 1 

BLASTX 

g3980417 

254 

1.0e-21 

131 

44 

(AC004561) pumilio-like protein [Arabidopsis thaliana] 
22443 

98253 1.R1040 
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5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 



LIB3170-085-Q1-K1-D3 
22444 

98286JL.R1040 
uC-gmropic098h02bl 

22445 

98293JL.R1040 
zsg701127547.hl 



22446 

98294JL.R1040 

LIB3170-085-Q1-K1 

BLASTX 

g2880043 

370 

3.0e-35 

159 

46 

(AC002340 
hydrolase 



-H6 



putative 3-hydroxyisobutyryl-coenzyme A 
[Arabidopsis thaliana] 



22447 

98296JL.R1040 
LIB3170-086-Q1-J1-A3 

22448 

98298_1.R1040 
vzy700754051.hl 

22449 

98302J..R1040 
LIB3170-086-Q1-J1-B1 

22450 

98365J..R1040 

LIB3170-086-Q1-K1-H2 

BLASTX 

g2342679 

329 

2.0e-30 

113 

66 

(AC000106) Similar to Vicia 
[Arabidopsis thaliana] 

22451 

98381_1.R1040 
LIB3170-087-Q1-J1-B6 

22452 

98392_1.R1040 
LIB3170-087-Q1-J1-D1 

22453 

98394JL.R1040 
LIB3170-087-Q1-J1-D4 



sativa ENBPl (gb_X95995) 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



22454 

98397_1.R1040 
LIB3170-087-Q1-J1-D7 

22455 

98400_1.R1040 
LIB3170-087-Q1-J1-E1 

22456 

98414JL.R1040 
LIB3170-087-Q1-J1-G6 

22457 

98427_1.R1040 
jex700905405.hl 

22458 

98472J..R1040 
LIB3170-087-Q1-K1-G7 

22459 

98509_1.R1040 

fC-gmse700862853h3 

BLASTX 

g3786005 

1172 

1.0e-129 

287 

(AC005499) putative phosphoethanolamine 
cytidylyltransf erase [Arabidopsis thaliana] 

22460 

98638JL.R1040 
2DC-01-Q1-B1-B10 

22461 

98640_1.R1040 
uC-gmropicl09cl2bl 
BLASTX 
g3176674 
1269 

1.0e-140 
322 

"c003671) Contains similarity to Ste20-like kinase homolog 
from A. thaliana chromosome 4 contig gb_Z97^b. 
[Arabidopsis thaliana] 

22462 

98645JL.R1040 
jC-gmfl02220148b04al 

BLASTX 

g3913425 

640 

3.0e-85 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€) 

166 
93 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP -DE PEN DENT RNA 
HELICASE >gi_2275203 (AC002337) RNA helicase isolog 
[Arabidopsis thaliana] 

22463 

98675_1.R1040 
vzy700754031.hl 

22464 

98678JL.R1040 
pxt700941907.hl 

22465 

98689JL.R1040 

epx701105422.hl 

BLASTX 

g3402689 

400 

4.0e~39 

103 

75 

(AC004 697) unknown protein [Arabidopsis thaliana] 
22466 

98693_1.R1040 
2DC-01-Q1-B1-G12 

22467 

98704_1.R1040 
2DC-01-Q1-B1-H11 

22468 

98712_1.R1040 

2DC-01-Q1-E1-R9 

BLASTX 

gl23563 

176 

5.0e-13 

77 
40 

CHLOROPLAST SMALL HEAT SHOCK PROTEIN >gi_8178 6_pir S00375 

heat shock 22K protein - soybean (fragment) 
>gi_18659_emb__CAA30168_ (X07188) hsp22 (181 AA) [Glycine 
max] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



22469 

98771JL.R1040 
2DC-01-Q1-E1-F1 

22470 

98781_1.R1040 
2DC-01-Q1-E1-F8 

22471 

98806 1.R1040 



3585 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



vzy700753547.hl 

BLASTX 

g3063464 

948 

1.0e-103 

202 
89 

(AC003981) F22013.26 [Arabidopsis thaliana] 
22472 

98810_1.R1040 

2DC-02-Q1-B1-A3 

BLASTX 

g2507346 

281 

1.0e-24 

162 

41 

DNA- DIRECTED RNA POLYMERASE I 190 KD POLYPEPTIDE (A190) 

>gi_2131238_pir S67250 DNA-directed RNA polymerase (EC 

2.7.7.6) I 190K chain - yeast (Saccharomyces cerevisiae) 
>gi_1199844_emb_CAA65029_ (X95720) 06276 [Saccharomyces 
cerevisiae] >giJL420741_emb_CAA99665_ (Z75249) ORE YOR341w 
[Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



22473 

98819JL.R1040 
2DC-02-Q1-B1-B12 

22474 

98821JL.R1040 

g5677961 

BLASTX 

g3047064 

153 

6*0e-10 

35 

77 

(AF058825) contains similarity to peptidyl-prolyl cis-trans 
isomerase (Pfam: pro_isomerase.hmm, score: 23.86 and 28.41 
[Arabidopsis thaliana] 

22475 

98831JL.R1040 

uC-gmflminsoy065b02bl 

BLASTX 

g4510373 

143 

8.0e-09 

73 

38 

(AC007017) putative harpin-induced protein [Arabidopsis 
thaliana] 

22476 

98832JL.R1040 
pmv700889023.hl 



3586 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 



BLASTX 
g2622862 
259 

4.0e-22 
163 
44 

(AE000929) 



phosphate transport system ATP-binding 



[Methanobacterium thermoautotrophicum] 



22477 

98833_1.R1040 
pxt700942957.hl 

22478 

98835_1.R1040 
pxt700943880.hl 

22479 

98835__2.R104 0 
zsg701120665.hl 

22480 

98840_1.R1040 
jsh701066231.hl 

22481 

98853_1.R1040 

epx701110359.hl 

BLASTX 

g3158376 

217 

2.0e-17 

91 

48 

(AF035385) unknown [Arabidopsis thaliana] 
22482 

98859_1.R1040 

zpv700760356.hl 

BLASTN 

g4519193 

37 

3.0e-ll 

93 

85 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MDC11, complete sequence 

22483 

98861_1.R1040 
2DC-02-Q1-B1-E7 

22484 

98875_1.R1040 
g4291996 
BLASTX 
g3413424 



3587 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



275 

3.0e-24 

157 

38 

(AJ006309) hypothetical protein [Arabidopsis thaliana] 
22485 

98877_1.R1040 
2DC-02-Q1-B1-G2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22486 

98899JL.R1040 

gsv701046939.hl 

BLASTX 

g3885334 

609 

3.0e-63 

192 

62 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22487 

98902_1.R1040 

6HA-01-Q1-B1-A6 

BLASTX 

g4038035 

234 

3.0e-19 

101 

49 

(AC005936) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



22488 

98915JL.R1040 
6HA-01-Q1-B1-B7 



Seq. No. 
Contig ID 
5 '-most EST 



22489 

98941_1.R1040 
k!1701205704.hl 



Seq. No. 
Contig ID 
5' -most EST 



22490 

98942__1.R1040 
epx701108953.hl 



Seq. No. 
Contig ID 
5 ' -most EST 



22491 

98943_1.R1040 
6HA-01-Q1-B1-E12 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 



22492 

98947_1. R1040 

uC-gmrominsoyO 4 7 al lbl 

BLASTX 

g3402711 

283 

4.0e-25 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



CD 

120 
29 

(AC004261) putative RNA-binding protein [Arabidopsis 
thaliana] 

22493 

98948JL.R1040 

uC-gmropic027h08bl 

BLASTN 

gl70645 

383 

0.0e+00 

483 

95 

Vigna aconitifolia pyrroline-5-carboxylate synthetase 
associated mRNA sequence. >gi_247174 6_gb_I47781__I47781 
Sequence 1 from patent US 

22494 

98956_1.R1040 

6HA-01-Q1-B1-F2 

BLASTX 



NCBI GI 


g 4544402 


BLAST score 


475 


E value 


1.0e-47 


Match length 


150 


% identity 


66 


N^ai. uescripLion 


t IXCOOI fi 47 \ nni"3f"i vp 1 e> ucine rich 




[Arabidopsis thaliana] 


Seq. No. 


22495 


Contig ID 


98958 1.R1040 


5' -most EST 


dpv701096975.hl 


Method 


BLASTX 


NCBI GI 


g2760324 


BLAST score 


427 


E value 


6.0e-42 


Match length 


194 


% identity 


50 


NCBI Description 


(AC002130) F1N21.9 [Arabidopsis 


Seq. No. 


22496 


Contig ID 


98984_1.R1040 


5' -most EST 


uC- gmf lmins oy 0 5 4 f 0 6b 1 


Seq. No. 


22497 


Contig ID 


98995 1.R1040 


5 1 -most EST 


jC-gmle01810008c07dl 


Method 


BLASTX 


NCBI GI 


g3461814 


BLAST score 


282 


E value 


7.0e-25 


Match length 


106 


% identity 


54 


NCBI Description 


(AC004138) hypothetical protein 


Seq. No. 


22498 
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Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 



98998JL.R1040 
seb700649322.hl 

22499 

99011_1.R1040 

fC-gmro700873542dl 

BLASTN 

gl!03711 

37 

3.0e-ll 

195 
80 

N.tabacum mRNA for inorganic pyrophosphatase (TVP31 clone) 
22500 

99011_2.R1040 
6HA-01-Q1-E1-C2 



22501 

99019_1.R1040 

6HA-01-Q1-E1-D10 

BLASTN 

g3483707 

324 

0.0e+00 

340 

99 

Homo sapiens full length insert 



cDNA clone ZD66A09 



22502 

99037_1.R1040 

g4395663 

BLASTN 

gl70645 

211 

1.0e-115 

314 

93 

Vigna aconitifolia pyrroline-5-carboxylate synthetase 
associated mRNA sequence. >gi_247174 6_gb_I47781_I47781 
Sequence 1 from patent US 

22503 

99044_1.R1040 

6HA-01-Q1-E1-F12 

BLASTN 

g347385 

339 

0.0e+00 

351 

99 

Human ribosomal protein L37a mRNA sequence 
22504 

99046_2.R1040 

jC-gmfl02220132ac01dl 

BLASTX 
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NCBI GI 


g3881976 


BLAST score 


411 


H* tt alii 


3 . Uc ft U 




Q9 


% identity 


83 


NCBI Description 


(AJ012409) hypothetical 


Oorr Mrs 

uct|. IN U . 


99 RO R 


Contig ID 


99062 1.R1040 


5 '-most EST 


ASG3244V4L-01-Q1-E1-E1 






Contig ID 


99072 1.R1040 


5 T -most EST 


jC-gmro02800029f03dl 




22507 


Pr^n f- 1 rr TFl 




D IUOSL. HjOI 


— 09 — Hi — "R 1 —HO 

onA uz. yi i3i H<i 


C r> /-v M/\ 

oeq. in o • 


oo rr no 


po,n +■ i rr T H 


-7.7UOO 1.I\1UtU 


C. ? _ rnn o+- pqrp 








NTPRT r^T 
1N^J3J_ oJ. 


gft ft o jz / ft 


BLAST score 


309 


E value 


5.0e-28 




/ D 


^ lQenuiLy 


/ 0 


lnuidj. Description 


(AL035527) spliceosome 




thaliana] 


beg. no. 




uontig Lu 


yyiU4 1.R1U4U 


Ci T _m nof T?CT 
O IUU bt DOl 


£rij7\_ n9— r^i — pi — p ^ 

Olln UZ yi Dl 


Mch Vi s~y 


"RT a QTY 
ni iMq 1A 


NCBI GI 


g3924611 


BLAST score 


270 


E value 


^ » US Z J 




99n 


% identity 


34 


NCBI Description 


(AF069442) hypothetical 


oeg. no* 


ZZ.J1U 


Contig ID 


99107 1.R1040 


5 '-most EST 


6HA-02-Q1-E1-C6 


d e g . in o . 


ooci i 
ZZOll 


Contig ID 


99136 1.R1040 


5 T -most EST 


6HA-02-Q1-B1-F10 


o e g . in o . 


99 M 9 




QQ1 ^ft 1 Rl fid fi 


5' -most EST 


sat701013724.hl 


Seg. No. 


22513 


Contig ID 


99141 1.R1040 


5 '-most EST 


6HA-02-Q1-B1-F4 



spliceosome associated protein-like [Arabidopsis 
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Method 


BLASTX 


NCBI GI 


g2914703 


BLAST score 


343 


E value 


z . ue o<c 




X ± fi 




^4 
04 


NCBI Description 


(AC003974) unknown protein [Arabidopsis thaliana] 


o e q . in o . 


ZZD 1 4 


uonng lu 


yy±4z 1.K1U4U 


<J lli\J O L. DO 1 


cun_ f)9— HI — Rl — 




RLA9TY 


NCBI GI 


g3608154 


BLAST score 


293 


E value 




Tt/T ^ -f- y^* r~i 1 \\ 

riaLOXl lcligr.il 


1 94 


o lUcllLlLy 


3 / 


mubi Description 


(ACUUoJ14) unknown protein [Arabiaopsis thaliana] 


Q d VF/-N 

oeq. lno. 




uonr.ig ID 


qqi a a i Din/n 
y y 14 4 1 . K1U4 u 


«J ILLUo L. HiO 1 


nf-rrm -F 1 ttit ncnwfl99a A 9V\1 

ui- gnixiiiiinsoyuzzau^Jji 






NCBI GI 


g4455171 


BLAST score 


247 


E value 


Q A - Ol 

y . ue— zi 


Match length 


£ A 


% identity 


68 


NCBI Description 


(AL035521) hypothetical protein [Arabidopsis thaliana] 


o e q • in o . 


OOR1 r 
Z^.01 0 


Contig ID 


99145 1.R1040 


5 '-most EST 


taw700659854.hl 


oeq. no. 






yyio / x.i\iu4u 


o —most EoT 


6HA-02-Q1-B1-G9 


Seq. No. 


zzolo 


uonrig id 


yyio4 1.R1040 


C| f rn ncf TT Q T 

-J lUUo L HiOl 


ju giuiiuz zzu u o 4au lai 




DliaO 1A 






BLAST score 


449 


E value 


2.0e-44 


Match length 


119 


% identity 


66 


NCBI Description 


UDP-GLUCOSE: GLYCOPROTEIN GLUCOSYLTRANSFERASE PRECURSOR 



(DUGT) >gi__1085170_pir S54723 UDP-glucose— glycoprotein 

glucosyltransferase - fruit fly (Drosophila sp.) >gi_790585 
(U20554) UDP-glucose: glycoprotein glucosyltransferase 
precursor [Drosophila melanogaster] 

Seq. No. 22519 

Contig ID 99170_1 . R1040 

5 T -most EST 6HA-02-Q1-E1-A1 

Method BLASTX 



3592 



CI • 



NCBI GI 


C74580466 


BLAST score 


455 


E value 


2.0e-45 


M"-a +- /-^"h 1 on n"t~ Vi 
-Lciiy uii 


1 ^9 


iu.enL.xuy 


7fi 




VriV^U U OU 0 X y pUL.aL.lve JUO XXJJUoOIua.X piOtclIl li*i LxilaDiaop 




LUallalla j 




99^90 


uui l uiy -L L/ 


QQi 7*5 1 di nzin 


11 LW O L. uj X 




Method. 


BLASTX 


NCBI GI 


g3785994 


BLAST score 


270 


T* 1 1 110 

Hi Val LitJ 




11 d vll IClly L 1 1 


103 


% identity 


52 


NCBI Description 


(AC005499) hypothetical protein [Arabidopsis thaliana] 


*J C ^ • LiU • 


22521 


Contig ID 


99207 1.R1040 


5' -most EST 


6HA-02-Q1-E1-D11 


O C L£ • IN U> • 


99R99 


f" 1 r*i +- n rr T Pi 

LOULig ±u 


jjZjj X.K1U4U 


C 1 _ri»i — . _ j— "COT 1 

o —most boi 


3u-gmrouzyiuui4xUoal 


beq. jno . 




y-\ 4— -! T" T"\ 

L-ontig id 


yyzo4 I.K1U4U 




fiHA — A9- Pil _T?1 _ 1?/! 

oirtt. uz~*yx HjX r 4 




RT.A^TY 


NCBI GI 


g2914703 


BLAST score 


286 


£j V Ct-L Lit: 


Z, Uc Zj 


J.iCtLL^i.1 xciiy L.11 


7Q 


o lutJil L.X l. y 


O / 


LNV^ox UcoLIiptlOn 


\£v^u\J3yi*±} unKnown proiem L Ar soiaopsxs rnaxianaj 


Ocy > IN (J • 


99R94 


UUIlXiy XiJ 


yjijj 1.K1U4U 


ILL WO L. JLiO X 


pn v7 nTi n fin ft q hi 

cpii / UXXUDUO^ * iiX 


1 iC LllvJLJ. 




NCBI GI 


g3608154 


BLAST score 


572 


Xj v a. _l Lit= 


1 fie*— RP 


riatcn ieny cn 


9Q7 

zy / 


^ laenLity 


R^ 


jnuoi uescnpuion 


(AC005314) unknown protein [Arabidopsis thaliana] 


C Ma 

oecj. JNO. 




uoiiLig xjj 


yyzoo 1.K1U4U 


^ ILLw O L. uu X 


6PA— D9-ni — Fl -Ffi 

OlXrt. Uii. Hi X. XT U 


Method 


BLASTX 


NCBI GI 


g3176686 


BLAST score 


419 


E value 


5.0e-41 


Match length 


110 
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% identity 

NCBI Description 



Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



70 

(AC003671) Similar to high affinity potassium transporter, 
HAK1 protein gb_U22945 from Schwanniomyces occidentalis . 
[Arabidopsis thaliana] 

22526 

99247_1.R1040 
g5752849 

22527 

99261JL.R1040 

hyd700726649.hl 

BLASTX 

g2982293 

146 

3.0e-09 

31 
84 

(AF051231) ISP42-like protein [Picea mariana] 
22528 

99279J..R1040 
jC-gmfl02220057dl0al 

22529 

99280_1.R1040 
6HC-02-Q1-B1-H8 

22530 

99286_1.R1040 
wvk700684866.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



22531 

99289JL.R1040 
6HC-01-Q1-B1-C2 

22532 

99289_4.R1040 
awf700838706.hl 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



22533 

99291_1.R1040 
gsv701046220.hl 

22534 

99325JL.R1040 
jC-gmfl02220127gl0al 

22535 

99329JL.R1040 

uC-gmrominsoyl28c09bl 

BLASTX 

g4324597 

549 

2.0e-56 

141 

77 



3594 



NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



(AF106324) sodium proton exchanger Nhxl [Arabidopsis 
thaliana] 

22536 

99339_1.R1040 
zzp700834519.hl 

22537 

99354_1.R1040 

jC-gmst02400064f04dl 

BLASTX 

g4580455 

199 

2.0e-15 

48 

81 

(AC006081) unknown protein [Arabidopsis thaliana] 
22538 

99361JL.R1040 
6HC-01-Q1-E1-A7 

22539 

99370_1.R1040 
jC-gmle01810034d01dl 

22540 

99370_2.R1040 
6HC-01-Q1-E1-B4 

22541 

99374_1.R1040 
jC~gmle01810083dl2dl 

22542 

99380_1.R1040 
jC-gmf!02220077b09dl 

22543 

99385_1.R1040 

jC-gmst02400054e04dl 

BLASTX 

g294845 

210 

1.0e-16 

55 
62 

(L13655) membrane protein [Saccharum hybrid cultivar 
H65-7052] 

22544 

99389JL. R1040 
zpv700759330.hl 

22545 

99397_1.R104 0 
6HC-01-Q1-E1-D9 



3595 



CI 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



BLASTX 

g4115536 

262 

7.0e-23 

70 
74 

(AB012115) 
mungo ] 



UDP 



-glycose: flavonoid glycosyltransf erase [Vigna 



22546 

99400_1.R1040 

6HC-01-Q1-E1-E12 

BLASTX 

g4220529 

367 

5.0e-35 

86 

79 

(AL035356) putative protein [Arabidopsis thaliana] 
22547 

99406_1.R1040 
6HC-01-Q1-E1-E7 

22548 

99413_1.R1040 

jC-gmro02910004h02dl 

BLASTX 

g2129726 

468 

8.0e-47 

112 

81 

RNA polymerase II third largest chain RPB35.5A - 
Arabidopsis thaliana >gi_514318 (L34770) RNA polymerase II 
third largest subunit [Arabidopsis thaliana] 
>gi_4544370_gb_AAD22281.1_AC006920__5 (AC006920) RNA 
polymerase II, third largest subunit [Arabidopsis thaliana] 

22549 

99414_1.R1040 

jC-gmfl02220127gl0dl 

BLASTX 

g4522011 

242 

2.0e-20 

92 
52 

(AC007069) hypothetical protein [Arabidopsis thaliana] 
22550 

99427JL.R1040 
jC-gmle01810010dlldl 

22551 

99428JL.R1040 
g5676975 



3596 



CI 



Seq. No. 


22552 


Contig ID 


99445 1.R1040 


5 1 —most EST 


c;pt701 01 "3fiR f. hi 


Sea No 


99S^ 
jj j 


Contia TO 


QQ447 1 PI 040 


5 ' -most EST 


6HC-02-O1-R1 -A4 


Seer Nn 


ZZJJ ft 


Coni~ i cr TD 

Xrf" X A I— -L. >J XL/ 


9Q46Q 1 R1 040 


5 r -most EST 


fua70T04037S hi 


Method 


BLASTX 


NCBI GI 


g3643611 


BLAST score 


963 


E value 


1 0e-1 04 


Match lenerth 


909 

VZ 


% idpnt" "i t v 


Q0 


NCBI Description 




Sea No 




Contia ID 


QQ47R 1 R1040 


5' -most EST 


6 HC- 02-01 -R1 -nl 


Method 


BLASTX 


NCBI GI 


g3935184 




zoo 


E va 1 iip 

J— I V U. _l_ L-l \^ 


9 0^-99 

Z . L/C 


M^l'nh 1 an/Tf Vi 
uciuon _L liy LI 1 


7 Q 






NPRT npqrri nf i nn 


[fv^uwiDD / } ri/ijzi.z/ L^^SDiaopsxs tnalianaj 


Oarr Kin 


ZZ30 O 


pAnf -1 a T n 
vJll I — Ly J_ \J 


yy^ioo 1.K1U4U 


5 1 -most EST 


rip-i 700QS "39 69 hi 

II^J / UU JO J&Di till 


Method 


BLASTX 


NCBI GI 


g4432823 


RT, AST cfnrp 


^£9 


E value 




Match length 


162 


% identity 


50 


NPRT Dpqrrinf inn 


lAuuuDD^oj nypotnetical protein [Arabidopsis thaliana] 




ZzOO / 


Pont i rr TH 


;?y3i3J Z.K1U4U 


R i -mricf F^T 


V na 7 0 07 Q7 C\A 0 hi 




99 ^RQ 


Pont "in* TH 


QQA Q9 1 Din/in 


5 1 -most EST 


trr , 707TSfiRS61 hi 


Method 


BLASTX 


NCBI GI 


g!079136 


BLAST score 


250 


E value 


4.0e-21 


Match length 


116 


% identity 


50 


NCBI Description 


RNA-binding protein cabeza - fruit fly (Drosophila 



melanogaster) >gi_532788 (U13178) RNA binding protein 



3597 



[Drosophila melanogaster] >gi_567106 (L37083) RNA binding 
protein [Drosophila melanogaster] 



9 Arr Ma 




Loniiiy xu 


QQA 1 Dl f\A C\ 

yy4yo i.kiu4U 


O ILLUoL £jO 1 


DnU Ua yi Dl liilJ 


O " ^ • 1NW • 








5 T -most EST 


dpv70U02470.hl 


Method 


BLASTX 




g4 4 00101 


RT.Z1QT ar>r\-r , a 


o c £ 


E value 


i . ue- jj 


Match length 


1 / o 


laenuity 


4 O 


in^dx uescripuion 


tAiiUzzbUoj putative serme/tnreonine km 




[Arabidopsis thaliana] 




22561 


Contig ID 


99503 1.R1040 


5' -most EST 


hrw701059838.hl 


Method 




INUdI lal 


g4 iuo / yd 


BLAST score 


659 


E value 


4.0e-69 


Match length 


I/O 


% identity 


0 / 


NCBI Description 


(AF049930) PGP237-11 [Petunia x hybrida] 


oeg. jno . 


ZZovZ 


contig id 


yyoU4 1.R1040 


5 '-most EST 


kll701212561.hl 


oeg. wo. 


ZZ00O 


uontig ljj 


yyou / i . K1U4U 


5' -most EST 


6HC-02-Q1-B1-G1 


C± rs r~r TvT^. 
Deg. 1NO. 


O 0 £ CI A 

ZZD 04 


LOIiLly 1U 


y you / z . K1U4U 


5" -most EST 


leu701147696.hl 


oeg. iNO. 


ZZO 00 


uonr.ig xjj 


yyouo 1.R1U40 


o —most. Hioi 


zzp /uuooio /©.ni 


oecj* i\o • 


ZZ JO 0 


contig ID 


99550_1 . R1040 


o -most EST 


6HC-02-Q1-E1-C6 


Seq. No. 


22567 


Contig ID 


99555 1.R1040 


5' -most EST 


jC-gmst02400049h09dl 


Method 


BLASTX 


NCBI GI 


g3367534 


BLAST score 


155 


E value 


4.0e-10 



( fragment ) 



3598 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



35 
77 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 

22568 

99557_1.R1040 

jC-gmle01810063blldl 

BLASTX 

g3549672 

385 

6.0e-37 

134 

61 

(AL031394) putative protein [Arabidopsis thaliana] 
22569 

99557_2.R1040 
jC-gmfl02220091bl2dl 

22570 

99558_1.R1040 
6HC-02-Q1-E1-D8 

22571 

99564_1.R1040 
taw700656723.hl 



Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



22572 

99569_1.R1040 
gsv701050372.hl 

22573 

99571_1.R1040 
bth700846395.hl 

22574 

99592JL.R1040 

g5606831 

BLASTX 

g3688600 

502 

9.0e-51 

129 

69 

(AB009030) beta-Amyrin Synthase [Panax ginseng] 
22575 

99600_1.R1040 
23-V4L-01-Q1-E1-F11 

22576 

99602J..R1040 
27-V4L-01-Q1-E1-G11 



Seq. No. 



22577 



3599 



9 



Contig ID 


99603 1.R1040 




5 '-most EST 


wrg700790863.hl 




Seq. No. 


22578 




Contig ID 


99616 1.R1040 




5' -most EST 


g4299353 




Seq. No. 


22579 




Contig ID 


99623 1.R1040 




5' -most EST 


jC-gmfl02220138f06dl 


Seq. No. 


22580 




Contig ID 


99626 1.R1040 




5 '-most EST 


ASG3244V4L-01-Q1-E1 


-Bl 


Seq. No. 


22581 




Contig ID 


99630 1.R1040 




5' -most EST 


ASG3244V4L-01-Q1-E1- 


-B6 


Seq. No. 


22582 




Contig ID 


99636 1.R1040 




5 ' -most EST 


ASG3244V4L-01-Q1-E1- 


-C4 


Seq. No. 


22583 




Contig ID 


99638 1.R1040 




5' -most EST 


ASG3244V4L-01-Q1-E1- 


-C6 


Method 


BLASTX 




NCBI GI 


g2760830 




BLAST score 


398 




E value 


1.0e-38 




Match length 


82 




% identity 


87 




NCBI Description 


(AC003105) putative 


bei 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] 
22584 

99638_2.R1040 
gsv701055420.hl 

22585 

99641JL.R1040 
jC-gmle01810059hl2dl 

22586 

99642_1.R1040 

ASG3244V4L-01-Q1-E1-D3 

BLASTX 

g2501056 

251 

2.0e-21 

64 

77 

SERYL-TRNA SYNTHETASE (SERINE — TRNA LIGASE) (SERRS) 

>gi_2129737_pir S71293 seryl-tRNA synthetase - Arabidopsis 

thaliana >gi_1359497_emb_CAA94388_ (Z70313) seryl-tRNA 
Synthetase [Arabidopsis thaliana] 



3600 




Seq. No. 


22587 


Contig ID 


99651 1.R1040 


5 f -most EST 


fC-grase700850128dl 


Seq. No. 


22588 


Contig ID 


99664 1.R1040 


5 T -most EST 


ASG3244V4L-01-Q1-E1-G3 


Method 


BLASTX 




gjoooi / u 


BLAST score 


302 


E value 


2.0e-27 


Match length 


72 


% identity 


74 


NCBI Description 


(AL031804) putative protein [Arabidopsis thaliana 


Seq. No. 


22589 


Contig ID 


99668 1.R1040 


5' -most EST 


g4405546 


Method 


BLASTX 




gzolD -LD j 


BLAST score 


778 


E value 


6.0e-83 


Match length 


191 


% identity 


73 


NCBI Description 


(Y14316) MAP3K gamma protein kinase [Arabidopsis 


Seq. No. 


22590 


Contig ID 


99688 1.R1040 


5 f -most EST 


jex700909101.hl 


Method 


BLASTX 


"Kir* DT C T 


g^o / o^oo 


BLAST score 


324 


E value 


7.0e-30 


Match length 


98 


% identity 


67 


NCBI Description 


(AJ001729) TH65 protein [Arabidopsis thaliana] 


Seq. No. 


22591 


Contig ID 


99710 1.R1040 


5' -most EST 


ncj700978602.hl 


Method 


BLASTX 


JMCbl bl 


g4Uoo4yo 


BLAST score 


178 


E value 


3.0e-13 


Match length 


98 


% identity 


43 


NCBI Description 


(AC005896) putative TKRP125 [Arabidopsis thaliana 


Seq. No. 


22592 


Contig ID 


99728 1.R1040 


5' -most EST 


V4L-01-Q1-B1-H1 


Method 


BLASTX 


NCBI GI 


g3033400 


BLAST score 


423 


E value 


2.0e-41 


Match length 


140 


% identity 


61 



3601 



NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



(AC004238) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

22593 

99730_1.R1040 
cfl700863610.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



22594 

99730_2.R1040 
V4L-01-Q1-B1-H3 

22595 

99740_1.R1040 
sat701010895.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



22596 

99754_1.R1040 

V4L-02-Q1-B1-B8 

BLASTX 

g3482882 

188 

1.0e-13 

150 
35 

(U63816) unknown [Pseudomonas aeruginosa] 
22597 

99755_1.R1040 

V4L-02-Q1-B1-B9 

BLASTX 

g2583133 

297 

7.0e~27 

72 
82 

(AC002387) unknown protein [Arabidopsis thaliana] 
22598 

99756JL.R1040 

ncj700984051.hl 

BLASTX 

g2498882 

258 

5.0e-22 

121 

25 

SPLICEOSOME ASSOCIATED PROTEIN 114 (SAP 114) (SF3A120) 

>gi_214 6975_pir S60735 splicing factor SF3a 120K chain - 

human >gi_899298_emb_CAA594 94_ (X85237) human splicing 
factor [Homo sapiens] >gi_3212998 (AC004 997) spliceosome 
associated protein 114 (SF3a) [Homo sapiens] 

22599 

99761_1.R1040 

jC-gmro02910026flldl 

BLASTX 

g3176680 



3602 



BLAST score 


378 


E value 


3. Oe-36 


Match length 


121 


% identity 


45 


NCBI Description 


(AC003671) Identical to polygalacuronase isoenzyme 1 beta 




subunit homolog mRNA gb U63373. EST gb_AA404878 comes from 




this gene. [Arabidopsis thaliana] 


Seq. No. 


22600 


Contig ID 


99767 1.R1040 


5 '-most EST 


V4L-02-Q1-B1-C9 


Method 


BLASTX 


NCBI GI 


gll73638 


BLAST score 


306 


E value 


5.0e-37 


Match length 


124 


% identity 


65 


NCBI Description 


(U35779) 1-aminocyclopropane-l-carboxylate synthase 




[Triticum aestivum] 


Seq. No. 


22601 


Contig ID 


99779_1.R1040 


5' -most EST 


jC-gmro02800025g02al 


Method 


BLASTX 


NCBI GI 


g4539458 


BLAST score 


126 


E value 


3.0e-12 


Match length 


90 


% identity 


42 


NCBI Description 


(AL049500) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


22602 


Contig ID 


99779 2.R1040 


5' -most EST 


g4396948 


Seq. No. 


22603 


Contig ID 


99784 1.R1040 


5' -most EST 


rca701001082.hl 


Method 


BLASTX 


NCBI GI 


g4455182 


BLAST score 


287 


E value 


1.0e-25 


Match length 


112 


% identity 


53 


NCBI Description 


(AL035521) putative protein [Arabidopsis thaliana] 


Seq. No. 


22604 


Contig ID 


99787 1.R1040 


5' -most EST 


jC-gmf 10222005 6h07al 


Seq. No. 


22605 


Contig ID 


99790 1.R1040 


5 '-most EST 


gsv701044712.hl 


Seq. No. 


22606 


Contig ID 


99793 1.R1040 


5' -most EST 


gsv701052985.hl 



3603 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 



BLASTX 

g4558659 

428 

4.0e-42 

145 

58 

(AC007063) 



unknown protein [Arabidopsis thaliana] 



22607 

99795_1.R1040 
awf700843074.hl 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



22608 

998Q2JL.R1040 
gsv701056328.hl 

22609 

998Q3_1.R1040 

gsv701052595.hl 

BLASTX 

g4539423 

393 

6.0e-38 

102 

75 

(AL049171) pyrophosphate-dependent phosphofructo-l-kinase 
[Arabidopsis thaliana] 

22610 

99803_2.R1040 

ssr700557814.hl 

BLASTX 

g4539423 

152 

7.0e-10 

84 

45 

(AL049171) pyrophosphate-dependent phosphofructo-l-kinase 
[Arabidopsis thaliana] 

22611 

99811_1.R1040 

uC-gmrominsoyl80d03bl 

BLASTX 

g2660670 

509 

1.0e-51 

165 
59 

(AC002342) 
thaliana] 



putative Cu2+-transporting ATPase [Arabidopsis 



22612 

99818JL.R1040 

j C-gmst 024 0004 lc08al 

BLASTX 

g2244868 



3604 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 f -most EST 



261 

2.0e-22 

133 

43 

(Z97337) cytochrome P450 [Arabidopsis thaliana] 
22613 

99820JL.R1040 
V4L-02-Q1-B1-H6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI -GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



22614 

99822 J. . R1040 

smc700749392.hl 

BLASTN 

g3449321 

49 

2.0e-18 

121 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTG10, complete sequence [Arabidopsis thaliana] 

22615 

99824JL.R1040 
V4L-02-Q1-E1-A1 

22616 

99838JL.R1040 

g4397411 

BLASTX 

g2244914 

221 

1.0e-17 

100 
57 

(Z97339) similarity to probable splicing factor Ceprp21 
[Arabidopsis thaliana] 

22617 

99838_2.R1040 

V4L-02-Q1-E1-C1 

BLASTX 

g2498882 

213 

6.0e-17 

102 
48 

SPLICEOSOME ASSOCIATED PROTEIN 114 (SAP 114) (SF3A120) 

>gi_2146975_pir S60735 splicing factor SF3a 120K chain - 

human >gi_899298_emb_CAA594 94_ (X85237) human splicing 
factor [Homo sapiens] >gi_3212998 (AC004997) spliceosome 
associated protein 114 (SF3a) [Homo sapiens] 

22618 

99844JL.R1040 

jC-gmle01810044elOdl 

BLASTX 



3605 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



g2967687 
211 

8.0e-17 

86 
48 

(AF035630) epidermal germacrene C synthase [Lycopersicon 
esculentum] 



Seq. No. 
Contig ID 
5' -most EST 



22619 

99859JL.R1040 
wvk700682913.hl 



Seq. No. 
Contig ID 
5 T -most EST 



22620 

99861_1.R1040 
V4L-02-Q1-E1-F1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22621 

99874_1.R1040 

pmv700893822.hl 

BLASTX 

g2660670 

694 

6.0e-73 

260 

55 

(AC002342) putative Cu2+-transporting ATPase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



22622 

99877JL.R1040 
V4L-02-Q1-E1-H2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22623 

99879JL.R1040 

V4L-02-Q1-E1-H4 

BLASTX 

g2738996 

185 

7.0e-14 

73 

45 

(AF022457) CYP97B2p [Glycine max] 



Seq. No. 

Contig ID 
5 1 -most EST 



22624 

99890JL.R1040 
eep700868218.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22625 

99895J..R1040 

fC-gmro7000746124rl 

BLASTX 

g2146735 

1025 

1.0e-141 

289 

88 

glucos e - 6-phosphat e 



1-dehydrogenase (EC 1.1.1.49) (clone 



3606 



Seq. No. 
Contig ID 
5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



E5) - Arabidopsis thaliana (fragment) 

>giJL166405_emb_CAA59011_ (X84229) glucose-6-phosphate 
1-dehydrogenase [Arabidopsis thaliana] 

22626 

99895_2.R1040 

jC-gmst02400002b02dl 

BLASTX 

g3023818 

235 

2.0e-19 

59 

73 

GLUC0SE-6-PH0SPHATE 1-DEHYDROGENASE, CHOLOROPLAST ISOFORM 
PRECURSOR (G6PD) >gi_1197 385_emb_CAA58775_ (X83923) 
glucose- 6-phosphate dehydrogenase [Solanum tuberosum] 

22627 

99895_4.R1040 

rca700998437.hl 

BLASTX 

g3023818 

419 

2.0e-41 

95 
95 

GLUCOSE- 6 - PHOSPHATE 1-DEHYDROGENASE, CHOLOROPLAST ISOFORM 
PRECURSOR (G6PD) >gi_1197385_emb__CAA58775_ (X83923) 
glucose- 6-phosphate dehydrogenase [Solanum tuberosum] 

22628 

99896_1.R1040 
36-V4R-02-Q1-E1-A12 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



22629 

99897_1.R1040 
38-V4R-02-Q1-E1-B10 

22630 

99909_1.R1040 

jC-gmle01810020h08dl 

BLASTX 

g2088648 

181 

6.0e-13 

126 
44 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
22631 

99909_2.R1040 
jC-gmst02400023c01al 

22632 

99914JLR1040 
ASG3244V4R-02-Q1-E1-A6 



3607 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22633 

99925JL.R1040 

g4313552 

BLASTX 

gll70619 

468 

8.0e-47 

105 

87 

KINESIN-LIKE PROTEIN A >gi_479594_pir S34830 

kinesin-related protein katA - Arabidopsis thaliana 
>gi_303502_dbj_BAA01972_ (D11371) kinesin-like motor 
protein heavy chain [Arabidopsis thaliana] 
>gi_2911084_emb_CAA17546_ (AL021960) kinesin-related 
protein katA [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22634 

99926JL.R1040 

ASG3244V4R-02-Q1-E1-C2 

BLASTX 

g3510264 

506 

3.0e-51 

125 

72 

(AC005310) 
thaliana] 



hypothetical protein, 5 T partial [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22635 

99946JL.R1040 

ASG3244V4R-02-Q1-E1-E7 

BLASTX 

g2982309 

213 

5.0e-17 

47 

85 

(AF051239) 
mariana] 



probable ubiquitin activating enzyme 2 [Picea 



Seq. No. 


22636 


Contig ID 


99950 1.R1040 


5' -most EST 


jC-gmst02400011f07dl 


Seq. No. 


22637 


Contig ID 


99969 1.R1040 


5 1 -most EST 


jC-gmro02800027clldl 


Seq. No. 


22638 


Contig ID 


99978 1.R1040 


5' -most EST 


V4R-01-Q1-B1-A6 


Method 


BLASTX 


NCBI GI 


gl256509 


BLAST score 


250 


E value 


6.0e-32 


Match length 


92 


% identity 


66 



3608 



CI 



NCBI Description (X92943) pectate lyase [Musa acuminata] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



22639 

99982JL.R1040 

fua701039974.hl 

BLASTX 

gl931654 

340 

9.0e-32 

105 

65 

(U95973) BRCAl-associated RING domain protein isolog 
[Arabidopsis thaliana] 

22640 

99991JL.R1040 
rlr700898545.hl 



Seq. No. 
Contig ID 
5' -most EST 



22641 

99991^2. R1040 
V4R-01-Q1-B1-B7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22642 

99994JL.R1040 

taw700654753.hl 

BLASTX 

g2736155 

647 

2.0e-68 

146 

88 

(AF022082) sulfolipid biosynthesis protein [Arabidopsis 
thaliana] >gi_3688184_emb_CAA21212_ (AL031804) sulfolipid 
biosynthesis protein SQD1 [Arabidopsis thaliana] 

22643 

99995J..R1D40 

V4R-01-Q1-B1-C10 

BLASTX 

g2191149 

331 

8.0e-31 

108 
56 

(AF007269) Similar to protein kinase [Arabidopsis thaliana] 
22644 

100002_1.R1040 

V4R-01-Q1-B1-C7 

BLASTX 

gl086263 

140 

1.0e-ll 

160 
24 

TMV resistance protein N - tobacco (Nicotiana glutinosa) 
>gi_558887 (U15605) N [Nicotiana glutinosa] 



3609 



II 



Seq. No. 
Contig ID 
5 '-most EST 



22645 

100005JL.R1040 
k!1701208620.hl 



Seq. No. 
Contig ID 
5' -mo st EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -mo st EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22646 

100006_1.R1040 
uC-gmflminsoyOlldlObl 

22647 

100008_1.R1040 
vzy700754481.hl 

22648 

100015_1.R1040 

jC-gmle01810006b06al 

BLASTX 

g3413700 

1506 

1.0e-168 

440 

70 

(AC004747) putative YME1 protein [Arabidopsis thaliana] 
22649 

100016JL.R1040 
V4R-01-Q1-B1-E1 

22650 

100018_1.R1040 

V4R-01-Q1-B1-E11 

BLASTX 

g3482974 

179 

3.0e-13 

52 
69 

(AL031369) ATP-dependent Clp proteinase-like protein 
[Arabidopsis thaliana] 

22651 

100020_1.R1040 
V4R-01-Q1-B1-E2 

22652 

100033_1.R1040 

V4R-01-Q1-B1-F3 

BLASTX 

g731675 

528 

1.0e-53 

189 

52 

HYPOTHETICAL 80.7 KD PROTEIN IN ERG7-NMD2 INTERGENIC REGION 

>gi_626631_pir S46811 hypothetical protein YHR074w - yeast 

(Saccharomyces cerevisiae) >gi__500832 (U10556) Yhr074wp 
[Saccharomyces cerevisiae] 



3610 



# 



Seq. No. 


22653 




Contig ID 


100037 1.R1040 




5' -most EST 


V4R-01-Q1-B1-F8 






BLASTX 




NCBI GI 


g4544412 




BLAST score 


476 




E value 


7.0e-48 




Match length 


145 




% identity 


70 




NCBI Description 


(AC006955) hypothetical protein 


[Arabidopsis thaliana] 


Seq. No. 


22654 




Contig ID 


100054 1.R1040 




5' -most EST 


jC-gmst02400056e09al 










NCBI GI 


g3337361 




BLAST score 


1245 




E value 


1.0e-137 




T\J[ -3 4— /■-! 0 1 esT , i /*y4~ r» 
l v id.X-dl J_eiiy L.I1 






% identity 


68 




NCBI Description 


(AC004481) ankyrin-like protein 


[Arabidopsis thaliana] 




99 fi^S 




Contig ID 


100057 1.R1040 




5' -most EST 


V4R-01-Q1-B1-H5 




oeq. wo. 


ZZ D.»> O 




Contig ID 


100082 1.R1040 




5' -most EST 


g5509659 




Seq. No. 


22657 




Contig ID 


100111 2.R1040 




5' -most EST 


V4R-01-Q1-E1-G8 




Seq. No. 


22658 




Contig ID 


100113 1.R1040 




5' -most EST 


V4R-01-Q1-E1-H5 




Method 


BLASTX 




NCBI GI 


g2598269 






1 fifi 

1DD 




E value 


2.0e-ll 




Match length 


78 




% identity 


44 




NCBI Description 


(Y14285) extracellular S domain: 


8-1342; transmembrane 




domain: 1343-1411; intracellular 


kinase domain: 1412-2, 




[Brassica oleracea] 




Seq. No. 


22659 




Contig ID 


100115 1.R1040 




5 '-most EST 


V4R-01-Q1-E1-H7 




Method 


BLASTX 




NCBI GI 


g3287696 




BLAST score 


188 




E value 


3.0e-14 




Match length 


41 




% identity 


80 





3611 



NCBI Description 



(AC003979) Strong similarity to phosphoribosylanthranilate 
transferase gb_D86180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22660 

100116JL.R1040 

jC-gmro02800024dlldl 

BLASTX 

gll4176 

705 

2.0e-74 

151 
87 

3-PHOSPHOSHIKIMATE 1-CARBOXYVINYLTRANSFERASE PRECURSOR 
(5-ENOLPYRUVYLSHIKIMATE-3-PHOSPHATE SYNTHASE) (EPSP 

SYNTHASE) >gi_66620_pir XUPJVS 3-phosphoshikimate 

1-carboxyvinyltransf erase (EC 2.5.1.19) precursor - garden 
petunia >gi_169191 (M21084) 

5-enolpyruvylshikimate-3-phosphate synthase precursor 
[Petunia hybrida] 



Seq. No. 

Contig ID 
5 '-most EST 



22661 

100118JLR1040 
V4R-01-Q1-E1-A11 



Seq. No. 
Contig ID 
5 '-most EST 



22662 

100125_2.R1040 
eep700868351.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22663 

100128_1.R1040 

V4R-01-Q1-E1-C9 

BLASTX 

gll72556 

444 

8.0e-44 

115 

73 

36 KD OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 
{VOLTAGE-DEPENDENT AN I ON- SELECTIVE CHANNEL PROTEIN) (VDAC) 
(POM 36) >gi_629729_pir S4 6925 porin II, 36K - potato 

>gi_107 6681_pir B55364 porin (clone pPOM 36.2) - potato 

mitochondrion >gi_5 153 60__emb_CAA5 6 60 0_ (X80387) 36kDA porin 

II [Solanum tuberosum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22664 

100129_1.R1040 

V4R-01-Q1-E1-D10 

BLASTX 

g3193288 

1118 

1.0e-122 

311 
64 

(AF069298) similar to bacterial and fungi pectinesterases 
[Arabidopsis thaliana] 



3612 



beq. No, 




Contig ID 


100132 1.R1040 


5' -most EST 


jC-gmro02910001a06dl 


Seq. No. 


22666 


Contig ID 


100132 2.R1040 


5' -most EST 


jC-gmst02400051b!2dl 


Seq. No. 


22667 


Contig ID 


100138 1.R1040 


5 '-most EST 


jC-gmleO1810O85hlldl 


Method 


BLASTX 


MPT5T PT 


g<£ j / o *± o 


BLAST score 


385 


E value 


3.0e-37 


Match length 


110 


% identity 


59 


NCBI Description 


(AC003680) putative 7-ethoxycoumarin O-deethylase 




[Arabidopsis thaliana] 


Seq. No. 


22668 


Contig ID 


100145 1.R1040 


5 '-most EST 


V4R-01-Q1-E1-H12 


Method 


BLASTX 


NCBI GI 


g2245066 


BLAST score 


505 


E value 


9.0e-51 


Match length 


238 


% identity 


44 


NCBI Description 


(Z97342) Beta-Amylase [Arabidopsis thaliana] 


Seq. No. 


22669 


Contig ID 


100147_1.R1040 


5 '-most EST 


uC-gmrominsoyl 0 9f 02bl 


Method 


"QT 7\ QTV 


NCBI GI 


g2088648 


BLAST score 


172 


E value 


4.0e-12 


Match length 


58 


% identity 


62 


NCBI Description 


(AF002109) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


22670 


Contig ID 


100154 1.R1040 


5' -most EST 


V4R-02-Q1-B1-A6 


Method 


BLASTX 


NCBI GI 


g3123161 


BLAST score 


277 


E value 


1.0e-24 


Match length 


129 


% identity 


17 


NCBI Description 


HYPOTHETICAL 77.0 KD TRP-ASP REPEATS CONTAINING PROTEIN 



F35G12.4 IN CHROMOSOME III >gi_3876723_emb_CAA86335_ 
(Z46242) similar to beta-transducin; cDNA EST EMBL:Z14703 
comes from this gene; cDNA EST EMBL:D67532 comes from this 
gene; cDNA EST EMBL:D69055 comes from this gene; cDNA EST 



3613 



EMBL:D64515 comes from this gene; cDNA EST EMBL: D655 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22671 

100169_1.R1040 

sat701014226.hl 

BLASTX 

gll70619 

553 

1.0e-56 

209 

57 

KINESIN-LIKE PROTEIN A >gi_479594_pir S34830 

kinesin-related protein katA - Arabidopsis thaliana 
>gi_303502_dbj_BAA01972_ (D11371) kinesin-like motor 
protein heavy chain [Arabidopsis thaliana] 
>gi_2911084_emb_CAA17546_ (AL021960) kinesin-related 
protein katA [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



22672 

100174JL.R1040 
V4R-02-Q1-B1-C3 



Seq. No. 
Contig ID 
5' -most EST 



22673 

100179JL.R1040 
zzp700830489.hl 



Seq. No. 
Contig ID 
5" -most EST 



22674 

100182J..R1040 
bth700848171.hl 



Seq. No. 
Contig ID 
5' -most EST 



22675 

100182_2.R1040 
fua701042543.hl 



Seq. No. 

Contig ID 
5 1 -most EST 



22676 

100190JL.R1040 
gsv701043762.hl 



Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22677 

100193_1.R1040 

trc700563875.hl 

BLASTX 

g2462834 

207 

2.0e-16 

95 
44 

(AF000657) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



22678 

100196JL.R1040 

V4R-02-Q1-B1-E3 

BLASTX 

g2244790 

233 

2.0e-19 
89 



3614 



% identity 

NCBI Description 



55 

(Z97336) kinesin homolog [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 ' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



22679 

100201_1.R1040 
V4R-02-Q1-B1-E9 

22680 

100212_1.R1040 
V4R-02-Q1-B1-F8 

22681 

100214JL.R1040 
jC-gmle01810043g06al 

22682 

100231_1.R104Q 
zzp700834753.hl 

22683 

100233_1.R1040 
dpv701102390.hl 

22684 

100235_1.R1040 

uC-gmropic089f01bl 

BLASTX 

g2052383 

906 

5.0e-98 

186 

85 

(U66345) calreticulin 
22685 

100235_2.R1040 

hrw701063435.hl 

BLASTX 

g2052383 

261 

6.0e-23 

53 

83 

(U66345 ) calreticulin 
22686 

100247JL.R104Q 
gbt700547917.hl 

22687 

100253_1.R1040 

wvk700680181.h2 

BLASTX 

g2316016 

1578 

1.0e-176 
408 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



3615 



% identity 

NCBI Description 



47 

(U92650) MRP-like ABC transporter [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 



22688 

100273JUR1040 
jC-gmfl02220070e02dl 

22689 

100296JL.R1040 
jex700906964.hl 



Seq. No. 
Contig ID 
5' -most EST 



22690 

100310_1.R1040 
vzy700752425.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22691 

100315J.. R1040 

gbt700548016.hl 

BLASTX 

gl771158 

277 

2.0e-24 

176 

35 

(Y07861) MFP1 protein [Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22692 

100335JL.R1040 

gbt700548042.hl 

BLASTX 

g3668092 

511 

4.0e-52 

122 
79 

(AC004667) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



22693 

100340J..R1040 
gbt700548050.hl 

22694 

100340__2.R1040 
dpv701097087.hl 

22695 

100354JL.R1040 
gbt700548066.hl 

22696 

100359JL.R1040 

leu701149296.hl 

BLASTX 

gl778145 

146 

1.0e-20 
64 



3616 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most- EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



78 

(U66402) phosphate/phosphoenolpyruvate translocator 
precursor [Nicotiana tabacum] 



22697 

100360_1.R1040 

epx701106430.hl 

BLASTX 

g4204311 

172 

2.0e-13 

83 
53 

(AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



22698 

100374JL.R1Q40 

uC-gmronoir036h07bl 

BLASTX 

g4415920 

279 

9.0e-25 

95 

62 

(AC006282) putative glucosyl transferase [Arabidopsis 
thaliana] 

22699 

100383JL.R1040 

2hf700952775,hl 

BLASTX 

g3618316 

213 

4.0e-17 

48 
43 

(AB001886) zinc finger protein [Oryza sativa] 
22700 

100386JL.R1040 
ssr700553507.hl 

22701 

100387JL.R1040 
pcp700991645.hl 

22702 

100388JL.R1040 
ssr700560808,hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



22703 

100394JL.R1040 

jC-gmro02910041038al 

BLASTX 

g4539435 

506 



3617 



E value 
Match length 
% identity 
NGBI Description 



2.0e-51 

140 
66 

(AL049523) putative protein [Arabidopsis thaliana] 



Seq. No. 22704 

Contig ID 100396_1 .R1040 

S'-most EST ssr700553523.hl 



Seq. No. 22705 

Contig ID 100397_1 .R1040 

S'-most EST ssr700553871.hl 

Seq. No. 22706 

Contig ID 100401_1 .R1040 

S'-most EST eep700869812.hl 

Seq. No. 22707 

Contig ID 100401_2.R1040 

S'-most EST xpa700794572.hl 



Seq. No. 22708 

Contig ID 100403_1 . R1040 

S'-most EST ssr700553530.hl 

Method BLASTX 

NCBI GI gl839022 

BLAST score 254 

E value 8.0e-22 

Match length 154 

% identity 25 , 
NCBI Description (Y11121) amino acid carrier [Ricinus communis] 

Seq. No. 22709 

Contig ID 100410J..R1040 

S'-most EST ssr700553537.hl 

Method BLASTX 

NCBI GI g!169782 

BLAST score 147 

E value 1.0e-09 

Match length 61 

% identity 56 , 
NCBI Description FUSCA PROTEIN FUS6 >gi__432446 (L26498) FUS6 [Arabidopsis 
thaliana] 



Seq. No. 22710 

Contig ID 100436_1 .R1040 

5 '-most EST uC-gmronoir044bl2bl 

Method BLASTX 

NCBI GI g3367576 

BLAST score 225 

E value 3.0e-18 

Match length 54 

% identity 74 , , . 

NCBI Description (AL031135) NAM / CUC2 -like protein [Arabidopsis thaliana] 



Seq. No. 22711 

Contig ID 100436_2 .R1040 



3618 



5' -mo st EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gsv701050039.hl 
22712 

100440_1.R1040 

ssr700553579.hl 

BLASTN 

g4519188 

64 

2.0e-27 

280 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21L19, complete sequence 



Seq. No. 
Contig ID 
5' -most EST 



22713 

100451J..R1040 
uxk700671215.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5* -most EST 



22714 

100458_1.R1040 

ncj700986952.hl 

BLASTX 

g3108075 

234 

2.0e-19 

120 

43 

(AF060797) putative beta-ureidopropionase 
22715 

100472_1.R1040 
uC-gmflminsoy089e04bl 

22716 

100496_1.R1040 
ssr700553656.hl 



[Manduca sexta] 



Seq. No. 

Contig ID 
5' -most EST 



22717 

100502J..R1040 
wrg700786760.h2 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22718 

100518JL.R1040 
fC-gmle700553684a3 

22719 

100540JL.R1040 

fC-gmle700553715a3 

BLASTX 

g3885336 

229 

1.0e-18 

126 

8 

(AC005623) receptor-like protein kinase [Arabidopsis 
thaliana] 



3619 



Seq. No. 
Contig ID 
5 T -most EST 



22720 

100542J..R1040 
ssr700553718.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



22721 

100545_1.R1040 
fC-gmle700553723a3 

22722 

100546J..R1040 

jC-gmst02400071d06al 

BLASTX 

g3986289 

349 

1.0e-35 

140 
61 

(AB017357) 
batatas] 



L-Galactono-1, 4-lactone dehydrogenase [Ipomoea 



22723 

100546^2. R1040 

jC-gmro02910057e04al 

BLASTX 

g2760543 

292 

2.0e-26 

67 

82 

(297060) L-galactono-1, 4-lactone dehydrogenase [Brassica 
oleracea] 

22724 

100557_2.R1040 
kll701205269.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



22725 

100564JL.R1040 
jC-gmst02400051f02al 

22726 

100566JL.R1040 
ssr700557704.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



22727 

100577J..R1Q40 
jsh701064908.hl 

22728 

100586JL.R1040 

ssr700553772.hl 

BLASTX 

g4539335 

255 

9.0e-28 

146 

48 



3620 



NCBI Description (AL035539) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22729 

100602JL.R104Q 

ssr700553804.hl 

BLASTX 

g2864608 

252 

1.0e-28 

84 
75 

(AL021811) ferredoxin — NADP+ reductase - like protein 
[Arabidopsis thaliana] >gi_4049338_emb_CAA22563_ (AL034567) 
ferredoxin-NADP+ reductase-like protein [Arabidopsis 
thaliana] 

22730 

100612JL.R1040 

ssr700553816.hl 

BLASTX 

g2191150 

151 

8-0e-10 

122 
16 

(AF007269) similar to mitochondrial carrier family 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



22731 

100617JL.R1040 
awf700837081.hl 



Seq. No. 
Contig ID 
5' -most EST 



22732 

100623_1.R104 0 
hrw701062277.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



22733 

100625_1.R1040 

ssr700553834.hl 

BLASTX 

g3646126 

329 

1.0e-30 

91 

65 

(AJ01084O) ATP-dependent RNA helicase [Homo sapiens] 
22734 

100631JL.R1040 
ssr700553841.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



22735 

100633_1.R1040 
tku700646434.hl 



Seq. No. 
Contig ID 



22736 

100635 1.R1040 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ssr700553845.hl 

BLASTX 

g4580394 

375 

4.0e-36 

120 

53 

(AC007171) putative fatty acid elongase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



22737 

100637_1.R1040 

ssr700553847.hl 

BLASTX 

gl698548 

918 

5.0e-99 

351 

56 

(U58971) calmodulin-binding protein [Nicotiana tabacum] 
22738 

100638_1.R1040 
ssr700553848.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22739 

100643_1.R1040 

ssr700553856.hl 

BLASTX 

g2384675 

386 

2.0e-74 

177 

81 

(AF012659) putative potassium transporter AtKT4p 
[Arabidopsis thaliana] 

22740 

100653J..R1040 

kll701208678.hl 

BLASTN 

g2098248 

200 

1.0e-108 

444 

86 

Arabidopsis thaliana DNA repair protein homolog (XPBara) 
mRNA, complete cds 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



22741 

100661JL.R1040 

ssr700553879.hl 

BLASTX 

gll9640 

172 

7.0e-25 
118 
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% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



51 

1 -AMI NOCYCLOPRO PANE- 1-CARBOXYLATE OXIDASE HOMOLOG (PROTEIN 

E8) >gi_82109jpir S01642 ripening protein E8 - tomato 

>gi_19199_eirib_CAA31789_ (X13437) E8 protein [Lycopersicon 
esculentum] 

22742 

100664J..R1040 
ssr700557482.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22743 

10Q676JL.R1040 

hrw701057311.hl 

BLASTX 

g3548802 

332 

2.0e-33 

118 

64 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 



Seq. No. 


22744 


Contig ID 


100683 1.R1040 


5' -most EST 


kll701207574.hl 


beq. No. 


221 Ao 


Print" i rr Tfl 


XUUuO-7 .L.I\XU*iU 


5" -most EST 


leu70lT49658.hl 


Method 


BLASTX 


NCBI GI 


g286009 


BLAST score 


156 


E value 


7.0e-22 


Match length 


217 


% identity 


32 


NCBI Description 


(D13645) KIAA0020 [Homo sapiens] 


Seq. No. 


22746 


Contig ID 


100696 1.R1040 


5' -most EST 


fua701043244.hl 


Method 


BLASTN 


NCBI GI 


g3985934 


BLAST score 


40 


E value 


5.0e-13 


Match length 


104 


% identity 


85 


NCBI Description 


Arabidopsis thaliana genomic DNA, 
MJE7, complete sequence [Arabidops 


Seq. No. 


22747 


Contig ID 


100729 1.R1040 


5 '-most EST 


ssr700553977.hl 


Seq. No. 


22748 


Contig ID 


100733_1.R1040 


5' -most EST 


uC-gmflminsoy041h04bl 



chromosome 5, PI clone: 
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Method 


BLASTX 


NCBI GI 


g2347199 


BLAST score 


235 


E value 


x * ue— 


Match length 


o r\ 
oU 


% identity 


C CI 


NCBI Description 


/7\r , fiflO'3'30\ y _ j_ _ u _-, V-l naaa i Qnl oa rAyj^lTl Hon 4 ? A 55 tha liana 1 
(ALUUZO Jo } prOLcin IClIlaSe lbuiuy Lrtiauiuupoi.o Luaxxanaj 


Seq. No. 


O O H A Q 


Contig ID 


lUU/JJ Z.K1U4U 


5 -most EST 


ssr /uuoo jyoz . nx 


Method 


BLASTX 


NCBI GI 


g2347199 


BLAST score 


222 


E value 


o . ue-io 


Match length 


oU 


% identity 


73 


NCBI Description 


(AC002338) protein kinase isolog [Arabidopsis thaliana] 


Seq. No. 


/ jU 


Contig ID 


lUU/JO 1.K1U4U 


5* -most EST 


seJo /0Uo4yzUi. nx 


Seq. No. 


zz /ol 


Contig ID 


1UU/4Z 1.KIU4U 


5 '-most EST 


apv /uiiuzy44 . ni 


Method 


BLASTX 


NCBI GI 


g2760839 


BLAST score 


226 


E value 


z . Oe-lo 


Match length 


"I T A 
1/4 


% identity 


26 


NCBI Description 


(AC003105) putative receptor kinase [Arabidopsis thaliana 


Seq. No. 


22752 


Contig ID 


100743 1.R1040 


5' -most EST 


vzy700751051-hl 


Seq. No. 


22753 


Contig ID 


1UU / 40 1 . K1U4U 


5' -most EST 


asn7 01141 /22.nl 


Seq. No. 


O Ol C /I 

zz /D4 


Contig ID 


lU0/4o 1.R1U4U 


5 -most EST 


zpv / uu / 01. / ^± 4± . ni 


Method 


BLAhlA 


NCBI GI 


g799177 


BLAST score 


197 


E value 


6 . Oe-15 


Match length 


185 


% identity 


31 


NCBI Description 


(UzzUoo) luu Kua coaccivanor i_noiuo £>ap_L*=ii&j 


Seq. No. 


22755 


Contig ID 


100751 1.R1040 


5' -most EST 


ssr700554008.hl 


Method 


BLASTX 
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# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4115938 
214 

4.0e-25 

126 

56 

(AF118223) contains similarity several bacterial 
glutathione-regulated potassium efflux system proteins 
[Arabidopsis thaliana] 

22756 

100765JL.R1040 

epx701107843.hl 

BLASTX 

g2088651 

1395 

1.0e-155 

464 

61 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



22757 

100774JL.R1040 
ssr700554060.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



22758 

100779_1.R1040 

ssr700554053.hl 

BLASTX 

g2244988 

382 

6.0e-37 

113 

66 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
22759 

100799_1.R1040 
ssr700554082.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



22760 

100802_1.R1040 

uC-gmronoir000e03bl 

BLASTX 

g2832632 

149 

2.0e-14 

113 

41 

(AL021711) hypothetical protein [Arabidopsis thaliana] 
22761 

100822JL.R1040 
ssr700554533.hl 



Seq. No. 

Contig ID 



22762 

100825 1.R1040 
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5 1 -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



kmv700743696.hl 
22763 

100826_1.R1040 
epx701109693.hl 

22764 

10084CM..R1040 

dpv701098116.hl 

BLASTX 

g2289786 

149 

8.0e-10 

85 
39 

(D88153) HYA22 [Homo sapiens] 
22765 

100873_1.R1040 
ssr700554177.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 f -most EST 



22766 

100881JL.R1040 

hrw701058303.hl 

BLASTX 

g4539326 

420 

4.0e-41 

139 

61 

(AL03567 9) putative zinc finger protein [Arabidopsis 
thaliana] 

22767 

100881_2.R1040 

zzp700832588.hl 

BLASTX 

g4539326 

160 

2.0e-ll 

57 

40 

(AL035679) putative zinc finger protein [Arabidopsis 
thaliana] 

22768 

100891_1.R1040 
fC-gmle700554207a3 

22769 

100895_1.R1040 
ssr700554212.hl 



Seq. No. 

Contig ID 
5 T -most EST 
Method 



22770 

100903_1.R1040 

jC-gmro02910074h09al 

BLASTX 
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(i 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



g3695019 
385 

4.0e-37 

129 

55 

(AF055848) subtilisin-like protease [Arabidopsis thaliana] 
22771 

100905_1.R1040 

fC-gmle700554222a3 

BLASTN 

g!663548 

118 

1.0e-59 
286 

Glycine max clone RLG6 disease resistance protein homolog 
gene, partial cds 

22772 

100906_1.R1040 

ssr700554223.hl 

BLASTX 

g4218002 

261 

1.0e-22 

134 

41 

(AC006135) putative UTP-glucose glucosyltransf erase 
[Arabidopsis thaliana] 

22773 

100936JL.R1040 

uxk700672370.hl 

BLASTX 

g2398527 

552 

2.0e-56 

143 

76 

(Y13723) Transcription factor [Arabidopsis thaliana] 
22774 

100937_1.R1040 

wvk700684254.hl 

BLASTX 

g2462832 

475 

9.0e-48 

145 

62 

(AF000657) similar to Bacillus CotA [Arabidopsis thaliana] 
22775 

100939_1.R1040 
ssr700554272.hl 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22776 

100941_1.R1040 

ncj700982186.hl 

BLASTX 

g3170525 

448 

2.0e-44 

113 

79 

(AF054615) cellulase [Fragaria x ananassa] 



Seq. No. 

Contig ID 
5 '-most EST 



22777 

100941_2.R1040 
hyd700728050.hl 



Seq. No. 

Contig ID 
5 '-most EST 



22778 

100943_1.R1040 
ssr700556939.hl 



Seq. No. 

Contig ID 
5' -most EST 



22779 

100977J..R1040 
g5509238 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22780 

100977_2.R1040 

zpv700757849.hl 

BLASTX 

gl055161 

166 

1.0e-24 

365 

28 

(U40029) similar to human 
[Caenorhabditis elegans] 



100 kDa coactivator (U22055) 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22781 

100977_3.R1040 

uC-gmrominsoyllOglObl 

BLASTN 

g2760165 

35 

4.0e-10 

71 

94 

Arabidopsis thai i ana genomic DNA, chromosome 5, 
MAC9, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22782 

100978JL.R1040 

jC-gmle01810091fl2al 

BLASTX 

g3249105 

447 

5.0e-44 

150 

59 

(AC003114) Contains similarity to protein phosphatase 2C 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ABI1) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 
22783 

100978_2.R1040 

smc700748527.hl 

BLASTX 

g3249105 

477 

3.0e-48 

110 

83 _ 
(AC003114) Contains similarity to protein phosphatase 2C 
(ABI1) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22784 

100995_1.R1040 

uC-gmflminsoy025d04bl 

BLASTX 

g3980380 

470 

4.0e-47 

110 

84 

(AC004561) putative enolase [Arabidopsis thaliana] 
22785 

101017JL.R1040 
gsv701045867.hl 

22786 

101034_1.R1040 

smc700750051.hl 

BLASTX 

g3004551 

162 

6.0e-ll 

87 

43 

(AC003673) hypothetical protein [Arabidopsis thaliana] 
22787 

101056_1.R1040 

g5677904 

BLASTX 

g4510400 

375 

5.0e-36 

79 

8 7 

(AC006587) putative vacuolar-type H( + )-ATPase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



22788 

101057_1.R1040 
pcp700991702.hl 



Seq. No. 



22789 
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(D 



Contig ID 


101058 1.R1040 


5* -most EST 


epx701106931.hl 


Method 


BLASTX 


NPRT 

INvDl OX 




BLAST score 


283 


E value 


5.0e-25 


Match length 


148 


o luciiux uy 


45 


NCBI Description 


(AC005223) 55585 [Arabidopsis thai 


Seq. No. 


22790 


Contig ID 


101074 1.R1040 


5 ! -most EST 


ssr700554459.hl 


Seq. No. 


22791 


Contig ID 


101075 1.R1040 


5' -most EST 


ssr700554901.hl 


Method 


BLASTX 


NCBI GI 


g3281851 




O J J 


E value 


3.0e-90 


Match length 


185 


% identity 


80 


NCBI Description 


(AL031004) RNA lariat debranching 




[Arabidopsis thaliana] 


Seq. No. 


22792 


Contig ID 


101080 1.R1040 


5' -most EST 


ssr700554471.hl 


Method 


BLASTX 


NCBI GI 


gl!70619 


BLAST score 


356 


E value 


4.0e-34 


Match length 


95 


% identity 


73 



- like protein 



NCBI Description 



KINESIN-LIKE PROTEIN A >gi_479594_pir S34830 

kinesin-related protein katA - Arabidopsis thaliana 
>gi_303502_dbj_BAA01972_ (D11371) kinesin-like motor 
protein heavy chain [Arabidopsis thaliana] 
>gi_2911084_emb_CAA17546_ (AL021960) kinesin-related 
protein katA [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



22793 

101094J..R1040 
ssr700554494.hl 



Seq. No. 
Contig ID 
5 '-most EST 



22794 

101098JL.R1040 
g5678081 



Seq. No. 
Contig ID 
5' -mo st EST 
Method 
NCBI GI 
BLAST score 
E value 



22795 

1011G3_1.R1040 

ssr700554514.hl 

BLASTX 

gl724112 

198 

6.0e-15 
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Match length 

% identity 

NCBI Description 



176 
31 

(U80037) ABA induced plasma membrane protein PM 19 
[Triticum aestivum] 



Seq. No. 

Contig ID 
5' -most EST 



22796 

101110JL.R1040 
ssr700555092.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



22797 

101126_1.R1040 
hyd700726187.hl 

22798 

101132_1.R1040 
zhf700956540.hl 



Seq. No. 
Contig ID 
5 '-most EST 



22799 

101133_1.R1040 
ssr700554563.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



22800 

101171JL.R1040 

fua701041333.hl 

BLASTX 

g4544464 

367 

2.0e-35 

92 
67 

(AC006580) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 

22801 

101178_1.R1040 
uC-gmropic020h09bl 

22802 

101191J..R1040 

ssr700554644.hl 

BLASTX 

gl905775 

474 

2.0e-47 

205 
52 

(Y11930) putative protein kinase [Arabidopsis thaliana] 
22803 

101194_1.R1040 

jC-gmro02910032e02al 

BLASTX 

g3482978 

578 

1.0e-59 

146 

78 
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NCBI Description (AL031369) putative protein [Arabidopsis thaliana] 

Seq. No. 22804 

Contig ID 101222_1 . R1040 

5' -mo st EST zhf 700956516 . hi 

22805 

101232_1.R1040 
pcp700995134.hl 
BLASTX 
g2642159 
515 

3.0e-52 
105 
88 

(AC003000) putative mannose-l-phosphate guanyltransf erase 
[Arabidopsis thaliana] >gi_3598958 (AF076484) GDP-mannose 
pyrophosphorylase [Arabidopsis thaliana] >gi_4151925 
(AF108 660) CYT1 protein [Arabidopsis thaliana] 

Seq. No. 22806 

Contig ID 101234_1 .R1040 

5 1 -most EST ssr700554733 . hi 

Seq. No. 22807 

Contig ID 101275_1 . R1040 

5' -most EST ssr700554765 .hi 

Seq. No. 22808 

Contig ID 101281JL . R1040 

5 f -most EST zzp700834036 .hi 

Method BLASTX 

NCBI GI g4160532 

BLAST score 724 

E value 1.0e-7 6 

Match length 286 

% identity 47 

NCBI Description (AJ011304) sphingosine-l-phosphate lyase [Homo sapiens] 

Seq. No. 22809 

Contig ID 101294 J. . R1040 

5 T -most EST hyd700726212 .hi 

Seq. No. 22810 

Contig ID 101295_1 . R1040 

5' -most EST ssr700554801 . hi 

Method BLASTX 

NCBI GI g2191135 

BLAST score 453 

E value 8.0e-45 

Match length 145 

% identity 58 

NCBI Description (AF007269) A_IG002N01 . 14 gene product [Arabidopsis 
thaliana] 

Seq. No. 22811 

Contig ID 101302 J.. R1040 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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5 T -most EST 



ssr700554809.hl 



Seq. No. 
Contig ID 
5 '-most EST 



22812 

101305J..R1040 
zhf700954018.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22813 

101307_1.R1040 

ssr700554814.hl 

BLASTX 

g3776015 

313 

6.0e-29 

109 

59 

(AJ010471) RNA helicase [Arabidopsis thaliana] 
>gi_424 9378_gb_AAD14475_ (AC005966) Identical to 
gb_AJ010471 mRNA for DEAD box RNA helicase (RH22) from 
Arabidopsis thaliana. EST gb_Y11191 comes from this gene. 
[Arabidopsis thaliana] 

22814 

101308_1.R1040 
epx701109979.hl 

22815 

101310_1.R1040 

wvk700686301.hl 

BLASTX 

g3702337 

426 

4.0e-48 

165 

66 

(AC005397) unknown protein [Arabidopsis thaliana] 
22816 

101314_1.R1040 

ssr700557043.hl 

BLASTX 

g2982431 

193 

7.0e-15 

93 

3 

(AL02222 4) leucine rich repeat-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



22817 

101320_1.R1040 
ssr700555205.hl 



Seq. No. 
Contig ID 
5' -most EST 



22818 

101320_2.R1040 
zhf700953018.hl 



Seq. No. 



22819 



3633 



Contig ID 
5' -most EST 



101322JL.R1040 
trc700566865.hl 



Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



22820 

101322_2.R1040 
uC-gmropic033h05bl 

22821 

101335JL.R1040 
leu701151191.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



22822 

101351JL.R1040 

g5126412 

BLASTX 

g3096935 

552 

2.0e-56 

136 

80 

(AL023094) putative protein [Arabidopsis thaliana] 
22823 

101351_2.R1040 

uC-girtrominsoy22 8b05bl 

BLASTX 

g3096935 

894 

2,0e-96 

237 

76 

(AL023094) putative protein [Arabidopsis thaliana] 



22824 

101351_3.R1040 

2sg701125922.hl 

BLASTX 

g3096935 

172 

3.0e-12 

59 

68 

(AL023094) putative protein 



[Arabidopsis thaliana] 



22825 

101351^4. R1040 
taw700654519.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



22826 

101359_1.R1040 
ssr700554893.hl 

22827 

101360JL.R1040 
leu701149847.hl 



Seq. No. 



22828 



3634 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 



101366_1.R1040 
ncj700987962.hl 

22829 

101367_1.R1040 

ssr700554910.hl 

BLASTX 

g3075399 

233 

1.0e-19 

75 
61 

(AC004484) SF16-like protein [Arabidopsis thaliana] 
22830 

101374_1.R1040 

ssr700554919.hl 

BLASTN 

gll55204 

124 

2.0e-63 

280 

86 

P. vulgar is mRNA for plasma membrane H+-ATPase 
22831 

101379JL.R1040 

uC-gmronoir054f05bl 

BLASTX 

g4512667 

923 

1.0e-100 

195 

(AC006931) putative MAP kinase [Arabidopsis thaliana] 
22832 

101382JL.R1040 

fC-gmle700557179f3 

BLASTX 

gl871182 

457 

2.0e-45 
110 

(U90439) phospholipase D isolog [Arabidopsis thaliana] 
22833 

101383JL.R1040 
jC-gmro02910040h02al 

22834 

101404_1.R1040 
awf700836921.hl 

22835 

101406 1.R1040 



3635 



5' -most EST 


ssr700554968.hl 


Method 


BLASTX 


NCBI CjI 


g4 oUjoq y 


BLAST score 


144 


E value 


6.0e-09 


Match length 


77 


% identity 


36 


NCBI Description 


(AC004983) similar t 


Seq. No. 


22836 


Contig ID 


101408 1.R1040 


5 '-most EST 


crh700850624.hl 


Method 


BLASTX 


NCBI GI 


g2827141 


BLAST score 


1142 


E value 


1.0e-125 


Match length 


225 


% identity 


90 


NCBI Description 


(AF027173) cellulose 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22837 

101411JL.R1040 

ncj700985449.hl 

BLASTX 

g4538993 

129 

8.0e-16 

58 
61 

(AL049481) putative host response protein [Arabidopsis 
thaliana] 



Seq. No. 


22838 


Contig ID 


101411 2.R1040 


5' -most EST 


wvk700680920.hl 


Method 


BLASTX 


NCBI GI 


g4538994 


BLAST score 


155 


E value 


1.0e-10 


Match length 


81 


% identity 


53 


NCBI Description 


(AL049481) hypothetical 


Seq. No. 


22839 


Contig ID 


101419 1.R1040 


5' -most EST 


g4289978 


Method 


BLASTX 


NCBI GI 


g3128186 


BLAST score 


199 


E value 


3.0e-15 


Match length 


66 


% identity 


59 


NCBI Description 


(AC004521) hypothetical 


Seq. No. 


22840 


Contig ID 


101429J..R1040 



3636 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmfl02220063c08al 

BLASTX 

g4185136 

610 

2.0e-73 

212 

62 

(AC005724) putative trehalose-6-phosphate synthase 
[Arabidopsis thaliana] 



Seq. No. 22841 

Contig ID 101444_1 . R1040 

5' -most EST uC-gmropic061e09bl 

Method BLASTX 

NCBI GI g4164576 

BLAST score 632 

E value 4.0e-66 

Match length 14 6 

% identity 75 

NCBI Description (AF098946) CTF2A [Arabidopsis thaliana] 

Seq. No. 22842 

Contig ID 101458_1 . R1040 

5 '-most EST uC-gmropicll4d06bl 

Method BLASTX 

NCBI GI g4063751 

BLAST score 168 

E value 9.0e-12 

Match length 98 

% identity 39 , . 

NCBI Description (AC005851) putative white protein [Arabidopsis thali. 

>gi_4510409_gb_AAD21495.1_ (AC006929) putative white 

protein [Arabidopsis thaliana] 



Seq. No. 22843 

Contig ID 101468JL .R1040 

5 T -most EST ssr700555045 .hi 

Method BLASTX 

NCBI GI g4432846 

BLAST score 266 

E value 3.0e-23 

Match length 88 

% identity 56 t 
NCBI Description (AC006283) unknown protein [Arabidopsis thaliana] 



Seq. No. 22844 

Contig ID 101511_1 .R1040 

5 f -most EST ssr700555102 . hi 



Seq. No. 22845 

Contig ID 101530_1 . R1040 

5' -most EST uC-gmrominsoy214gllbl 

Method BLASTX 

NCBI GI g3212865 

BLAST score 434 

E value 4.0e-43 

Match length 103 



3637 



CD 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



81 

(AC004005) 



unknown protein [Arabidopsis thaliana] 



22846 

101530_2.R1040 

zsg701127925.hl 

BLASTX 

g3212865 

382 

3.0e-37 

91 

84 

(AC0Q4005) unknown protein [Arabidopsis thaliana] 
22847 

101533JL.R1040 

txt700736163.hl 

BLASTX 

g4115949 

340 

8.0e-32 

139 

53 

(AF118223) contains similarity to adenosine deaminases 
[Arabidopsis thaliana] 

22848 

101533_2.R1040 

ncj700975674.hl 

BLASTX 

g4115949 

283 

3.0e-25 

116 

55 

(AF118223) contains similarity to adenosine deaminases 
[Arabidopsis thaliana] 

22849 

101533_3.R1040 

kll701207914.hl 

BLASTX 

g4115949 

170 

3.0e-12 

47 

68 

(AF118223) contains similarity to adenosine deaminases 
[Arabidopsis thaliana] 

22850 

101536_1.R1040 
uC-gmf IminsoyO 61d03bl 

22851 

1G1564J..R1040 
dpv701100905.hl 



3638 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

g4432857 

402 

2.0e-39 

159 

51 

(AC006300) 



hypothetical protein [Arabidopsis thaliana] 



22852 

101566_1.R1040 
uC-gmrominsoy205h04bl 

22853 

101573_1.R1040 
ssr700555195.hl 



Seq. No. 
Contig ID 
5 T -most EST 



22854 

101574JL.R1040 
ssr700555196.hl 



Seq. No. 
Contig ID 
5' -most EST 



22855 

101576_1.R1040 
rca701002105.hl 



Seq. No. 
Contig ID 
5 f -most EST 



22856 

101577_1.R1040 
fua701041592.hl 



Seq. No. 
Contig ID 
5* -most EST 



22857 

101590_1.R1040 
vwf700676448.nl 



Seq. No. 
Contig ID 
5' -most EST 



22858 

101602_1.R1040 
sat701004445.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



22859 

101612_1.R1Q4Q 

pcp700995829.hl 

BLASTX 

g4467133 

718 

9.0e-76 

253 

62 

(AL035540) geranylgeranyl pyrophosphate synthase-related 
protein [Arabidopsis thaliana] 

22860 

101624JL.R104Q 
ssr700555263.hl 



Seq. No. 
Contig ID 
5' -most EST 



22861 

101643_1.R1040 
zsg701128864.hl 



Seq. No. 



22862 



3639 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



101650_1.R1040 

ssr700555305.hl 

BLASTX 

g559713 

260 

9.0e-23 

109 

48 

(D38552) The ha!539 protein is related to cyclophilin. 
[Homo sapiens] 



Seq. No. 
Contig ID 
5" -most EST 



22863 

101653JL.R1040 
pxt700943394.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22864 

101670_1.R1040 

fC-gmle700555329al 

BLASTX 

g3249064 

597 

6.0e-62 

170 

62 

(AC004473) Strong similarity to trehalose-6-phosphate 
synthase homolog gb_2245136 from A, thaliana chromosome 
contig gb_Z97344. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22865 

101672_1. R1040 

zzp700832814.hl 

BLASTX 

g3434967 

250 

3.0e-21 

115 

50 

(AB008103) ethylene responsive element binding factor 1 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22866 

101703_1.R1040 

dpv701098407.hl 

BLASTX 

g3695019 

639 

1.0e-66 

235 

54 

(AF055848) subtilisin-like protease [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 1 -most EST 



22867 

101712_1.R1040 
ssr700555379.hl 



Seq. No. 

Contig ID 



22868 

101728 1.R1040 



3640 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

S value 

Match length 

I identity 

NCBI Description 



rlr700901828.hl 

BLASTX 

g3522937 

432 

2.0e-42 

141 

57 

(AC004411) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



22869 

101730J..R1040 
ssr700555409.hl 



Seq. No. 

Contig ID 
5 1 -most EST 



22870 

101736J..R1040 

g5676989 



Seq. No. 
Contig ID 
5 1 -most EST 



22871 

101738JL.R1040 
ssr700555421.hl 



Seq. No. 
Contig ID 
5' -most EST 



22872 

101756JLR1040 
ssr700555446.hl 



Seq. No. 
Contig ID 
5' -most EST 



22873 

101774JL.R1040 
ssr700555480.hl 



Seq. No. 
Contig ID 
5' -most EST 



22874 

101789JL.R1040 
zhf700963011.hl 



Seq. No. 
Contig ID 
5' -most EST 



22875 

1G1790JL.R1040 
ssr700555508.hl 



Seq. No. 
Contig ID 
5' -most EST 



22876 

101810_1.R1040 
hrw701060224.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22877 

101811JL.R1040 

ssr700555532.hl 

BLASTN 

g429103 

154 

4.0e-81 

426 
84 

L.esculentum S-adenosyl-L-methionine synthetase mRNA, 
complete CDS 



Seq. No. 
Contig ID 
5' -most EST 



22878 

101830_1.R1040 
ssr700555556.hl 



3641 



Seq. No. 

Contig ID 
5* -most EST 



CI 



22879 

101832 JL.R1040 
ssr700555558.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



22880 

101833_1.R1040 

fC-gmle700557608f3 

BLASTX 

g2388574 

522 

3.0e-53 

153 

71 

(AC000098) Strong similarity to Phalaenopsis homeobox 
protein (gb_U34743) . [Arabidopsis thaliana] 

22881 

101835_1.R1040 
kll701212811.hl 



Seq, No. 
Contig ID 
5 T -most EST 



22882 

101856JL.R1040 
ssr700555583.hl 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



22883 

101898JL.R1040 

fC-gmle700555559f3 

BLASTX 

gl743354 

647 

7.0e-68 

154 

76 

(Y0987 6) aldehyde dehydrogenase 



(NAD+) [Nicotiana tabacum] 



22884 - 

101905JL.R1040 

gsv701055021.hl 

BLASTX 

g3643599 

502 

2.0e-51 

135 

76 

(AC005395) putative trytophanyl-tRNA synthetase 
[Arabidopsis thaliana] 

22885 

101906JL.R1040 
kmv700740740.hl 



Seq. No. 
Contig ID 
5' -most EST 



22886 

101907JL.R1040 
ssr700555643.hl 



Seq. No. 
Contig ID 



22887 

101914 1.R1040 



3642 



5 1 -most EST 



kll701213362.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22888 

101939_1.R1Q40 

ssr700555681.hl 

BLASTX 

g2316016 

216 

1.0e-17 

88 
49 

(U92650) MRP-like ABC 



transporter [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



22889 

101957J..R1040 
ssr700555706.hl 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22890 

101958J..R1040 

epx701105793.hl 

BLASTX 

g!209756 

322 

6.0e-30 

81 

77 

(U43629) integral membrane protein [Beta vulgaris] 
22891 

101974_1.R1040 

zsg701123674.hl 

BLASTX 

g4115949 

319 

2.0e-29 

82 

66 

(AF118223) contains similarity to adenosine deaminases 
[Arabidopsis thaliana] 

22892 

101990_1.R1040 

zhf700962978.hl 

BLASTX 

g3402690 

197 

4.0e-15 

86 

45 

(AC004697) hypothetical protein, 3 1 partial [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



22893 

101992J..R1G40 
ssr700555753.hl 
BLASTX 
g2632252 



3643 



BLAST score 


280 


E value 


5.0e-25 


Match length 


113 


% identity 


50 


NCBI Description 


(Y12464) serine/threonine kinase [Sorghum bicolor] 


Seq. No. 


22894 


Contig ID 


102001 1.R1040 


5 T -most EST 


ssr700555764.hl 


Seq. No. 


22895 


Contig ID 


102015_1.R1040 


5 1 -most EST 


uC-gmropic030h08bl 


Seq. No. 


22896 


Contig ID 


102015 2.R1040 


5' -most EST 


asn701137224.hl 


Seq. No. 


22897 


Contig ID 


102031 1.R1040 


S'-most EST 


ssr700555808.hl 


Method 


BLASTX 


NCBI GI 


g4335735 


BLAST score 


646 


E value 


2.0e-67 


Match length 


162 


% i ri^nt *i t* v 


73 


NCBI Description 


(AC006248) hypothetical protein [Arabidopsis thaliana] 


Sea No 


22898 


Contig ID 


102036 1.R1040 


5 1 -most EST 


ssr700555958.hl 


Method 


BLASTX 


NCBI GI 


g4454032 


BLAST score 


177 


j_ i v ax lag 


4 . 0e-13 


Match length 


61 


% identity 


48 


NCBI Description 


(AL035394) putative protein [Arabidopsis thaliana] 


Sea No 


22899 


Contig ID 


102040 1.R1040 


5" -most EST 


jC-gmfT02220115ellal 


Method 


BLASTX 


NCBI GI 


gl091678 


BLAST score 


230 


E value 


6. 0e-19 


Match lenath 


143 


% idpntit*v 

o j. «wt ^ i i u- J- L- y 


32 


NCBI Descrintion 


act ivato!r— like transDosable element FPennisetum crlaucuml 


Seq. No. 


22900 


Contig ID 


102042 1.R1040 


5 ' -most EST 


epx701103995,hl 


Method 


BLASTX 


NCBI GI 


g3779218 


BLAST score 


202 



3644 



# 



E value 


7.0e-16 


Match length 


55 






NCBI Description 


(AF030879) protein kinase CPK1 [Solanum tuberosum] 


Seq. No. 


22901 






5 '-most EST 


ssr700556174.hl 


Seq* No. 


22902 


Contig ID 


102044 1.R1040 


5* -most EST 


ssr700555824.hl 


Seq. No. 


22903 


Contig ID 


102046 1.R1040 


5' -most EST 


fC-gmle700555454f3 


Method 


BLASTX 




y^ DjiiZjt 


BLAST score 


445 


E value 


3.0e-44 


Match length 


118 


% identity 


69 


NCBI Description 


(Y12464) serine/threonine kinase [Sorghum bicolor] 


Seq. No. 


22904 


Contig ID 


102051 1.R1040 


5' -most EST 


uC-gmflminsoy022al0bl 


Method 


BLASTX 


NCBI GI 


g4038042 


BLAST score 


722 


E value 


1.0e-76 


Match length 


151 


% identity 


87 


NCBI Description 


(AC005936) putative DNA-binding protein [Arabidops 



thai i ana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22905 

102057_1.R1040 

gsv701053516.hl 

BLASTX 

g4510377 

395 

2.0e-38 

98 

74 

(AC007017) putative RNA helicase A [Arabidopsis thaliana] 
22906 

102059JL.R1040 

bth700849890.hl 

BLASTX 

g4314363 

384 

4.0e-38 

179 

51 

(AC006340) hypothetical protein [Arabidopsis thaliana] 



3645 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22907 

102068JL.R1040 

txt700733245.hl 

BLASTX 

g3298502 

243 

3.0e-26 

117 

54 

(AB015046) xylulokinase [Homo sapiens] 
22908 

102074__1.R1040 

uC - gmf lmins oy 0 7 0 g 1 lb 1 

BLASTX 

g4262239 

455 

4.0e-59 

182 

70 

(AC006200) putative membrane transporter [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



22909 

102080_1.R1040 

trc700562033.hl 

BLASTN 

g3873174 

46 

8.0e-17 

190 
81 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 

22910 

102084_1.R1040 

fC-gmle700553993f3 

BLASTX 

gll70949 

495 

3.0e-50 

123 

76 

SERINE /THREONINE-PROTEIN KINASE MHK >gi__4 81207 joir S38327 

protein kinase - Arabidopsis thaliana >gi_166811 (L0724 9) 
protein kinase [Arabidopsis thaliana] 

22911 

102093_1.R1040 

uC-gmrominsoyl00al2bl 

BLASTX 

g3033392 

547 

3.0e-56 

156 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



0> 

68 

(AC004238) putative translation initiation factor 
EIF-2B-epsilon subunit [Arabidopsis thaliana] 

22912 

102099_1.R1040 

ssr700555910.hl 

BLASTX 

g3461813 

557 

2.0e-57 

118 

86 

(AC004138) putative sucrose/H+ symporter [Arabidopsis 
thaliana] 

22913 

102103 JL.R1040 
eep700868603.hl 

22914 

102122JL.R1040 
kll701213942.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 



22915 

102140JL.R1040 

cfl700863673.hl 

BLASTX 

gll70149 

429 

2.0e-42 

115 

70 

HEAT SHOCK PROTEIN 101 >gi_537446 (U13949) AtHSPlOl 
[Arabidopsis thaliana] 

22916 

102140_2.R1040 

epx701106438.hl 

BLASTX 

g530207 

191 

1.0e-14 

46 

76 

(L35272) heat shock protein [Glycine max] 
22917 

102147JL.R1040 
ssr700555965.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



22918 

102151JL.R1040 

uC-gmflminsoy063a07bl 

BLASTX 

g3927831 

262 
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E value 
Match length 
% identity 
NCBI Description 



-22 



2.0e- 

244 
33 

(AC005727) 
thaliana] 



similar to mouse ankyrin 3 [Arabidopsis 



Seq. No. 

Contig ID 
5" -most EST 



22919 

102151_2.R1040 
sat701010695.hl 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22920 

102166_1.R1040 

uxk700668328.hl 

BLASTX 

g3647335 

144 

7.0e-09 

68 

43 

(AL031644) possible zinc-finger protein 
[Schizosaccharomyces pombe] 

22921 

102179JL.R1G40 

jC-gmst02400076a04al 

BLASTX 

g3702328 

1285 

1.0e-142 

301 
76 

(AC005397) putative cytochrome b5 [Arabidopsis thaliana] 



22922 

102183JL.R1040 

uC-gmrominsoy263g03bl 

BLASTX 

g2117624 

1310 

1.0e-145 

297 
84 

peroxidase 
>gi_971564_ 
sativa] 



(EC 1.11.1.7) 

emb CAA62228 



2 - alfalfa 

(X90695) peroxidase2 [Medicago 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22923 

102183_2.R1040 

ssr700556025.hl 

BLASTX 

g2117624 

503 

5.0e-51 

108 

87 

peroxidase (EC 1.11.1.7) 
>gi_97 1 5 64_emb_CAA6 2 2 2 8_ 



2 - alfalfa 

(X90695) peroxidase2 [Medicago 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



sativa] 
22924 

102196JL.R1040 
g5677764 

22925 

102222J..R1040 
uC-gmrominsoy201e02bl 

22926 

102230J..R1G40 

uC-gmrominsoy2 58 f 0 2bl 

BLASTX 

g4559334 

286 

2.0e-50 

247 

41 

(AC007087) unknown protein [Arabidopsis thaliana] 
22927 

102235_1.R1040 

jC-gmst02400032b02al 

BLASTX 

g3281870 

414 

2.0e-40 

209 

45 

(AL031004) putative protein [Arabidopsis thaliana] 
22928 

102237JL.R1040 
rca700998914.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



22929 

102237_2.R1040 
ncj700981901.hl 

22930 

102246_1.R1040 

ssr700556104.hl 

BLASTX 

g3047104 

554 

9.0e-57 

157 

68 

(AF058919) No definition line found [Arabidopsis thaliana] 
22931 

102248_1.R1040 

leu701151551.hl 

BLASTN 

g758249 

217 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



1.0e-118 

432 
88 

P. vulgaris mRNA for plasma membrane H+ ATPase 
22932 

102262 JL.R1040 

epx701105447.hl 

BLASTX 

g3915165 

189 

3.0e-14 

48 
75 

TRYPTOPHAN SYNTHASE BETA CHAIN 2 PRECURSOR >gi_2792520 
(AF042320) tryptophan synthase beta subunit [Camptotheca 
acuminata] >gi__2801771 (AF042321) tryptophan synthase beta 
[Camptotheca acuminata] 

22933 

102271JL.R1040 
gsv701047301.hl 

22934 

102271_2.R1040 
fde700872361.hl 



Seq. No. 
Contig ID 
5' -most EST 



22935 

102289JL.R1Q40 
ssr700556150.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22936 

102317_1.R1040 

uC-gmrominsoy058h04bl 

BLASTX 

g2832643 

224 

7.0e-19 

67 

79 

(AL021710) hypothetical protein [Arabidopsis thaliana] 
22937 

102317_2.R1040 
pcp700993050.hl 

22938 

102330_1.R104Q 

ssr700556204,hl 

BLASTX 

g2979559 

151 

5.0e-10 

38 
76 

(AC003680) putative DNA binding protein [Arabidopsis 
thaliana] 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22939 

102340_1.R1040 

rlr7009G1293.hl 

BLASTX 

g4432840 

196 

1.0e-21 

95 

52 

(AC006283) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



22940 

102342_1.R1040 
ssr700556248.hl 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22941 

102343JL.R1040 

ssr70Q556753.hl 

BLASTX 

g2829870 

406 

1.0e-39 

85 
87 

(ACQ02396) Hypothetical protein [Arabidopsis thaliana] 
22942 

102345JL.R1040 

jC-gmfl02220060h08al 

BLASTX 

g4006896 

231 

9.0e-28 

174 

42 

(Z99708) SCARECROW- like protein [Arabidopsis thaliana] 
22943 

102370_1.R1040 

zhf700961010.hl 

BLASTX 

g2501102 

153 

3.0e-10 

74 
54 

SYNTAXIN-RELATED PROTEIN KNOLLE >giJL184165 (U39451) 
syntaxin-related [Arabidopsis thaliana] >gi_1184167 
(U39452) syntaxin-related [Arabidopsis thaliana] 
>gi_3063443 (AC003981) F22013.4 [Arabidopsis thaliana] 

>gi__1587182_prf 2206310A syntaxin-related protein 

[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



22944 

102377J..R1040 
zhf700955678.hl 
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Seq. No. 
Contig ID 
5' -most EST 



22945 

102382JL.R1040 
taw700655373.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 1 -most EST 



22946 

102391_1.R1040 

ssr700556296.hl 

BLASTN 

g2827644 

55 

4.0e-22 

55 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F18F4 
(ESSAII project) 

22947 

102410_1.R1040 
ssr700556332.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



22948 

102418_1.R1040 
jC-gmro02910021c07dl 

22949 

102420JL.R1040 

kmv700742404.hl 

BLASTX 

g4105180 

314 

8.0e-29 

137 

51 

(AF043905) plastoglobule associated protein PG1 precursor 
[Pisum sativum] 

22950 

102423JL.R1040 

jC-gmfl02220062hl2al 

BLASTX 

g4432822 

206 

4.0e-16 

91 

43 

(AC006593) hypothetical protein [Arabidopsis thaliana] 
22951 

102440_1.R1040 

leu701155347.hl 

BLASTX 

g2897875 

264 

4.0e-23 

123 

46 
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NCBI Description (U90274) histone acetyltransf erase HAT B [Zea mays] 



Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



22952 

102443JL.R1040 
uC-gmrominsoy232b05bl 

22953 

102443_2.R1040 

uC-gmrominsoyl 0 9c0 9b 1 

BLASTX 

gl769901 

762 

5.0e-81 

205 

69 

(X95737) proline transporter 1 [Arabidopsis thaliana] 
>gi_2088642 (AF002109) proline transporter 1 [Arabidopsis 
thaliana] 

22954 

102450_1.R1040 

ssr700559373.hl 



Seq, No. 
Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5 T -most EST 



22955 

102462JL.R1040 
jC-gmst0240004 6e03al 

22956 

102475JL.R1040 
ssr700556429.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



22957 

102479_1.R1040 

uC-gmropic018b08bl 

BLASTX 

g3402718 

148 

2.0e-09 

48 

56 

(AC004261) hypothetical protein [Arabidopsis thaliana] 
22958 

102489JL.R1040 

ncj700984172.hl 

BLASTX 

g2760326 

172 

4.0e-12 

125 
35 

(AC002130) F1N21.11 [Arabidopsis thaliana] 
22959 

102489_2.R1040 
dpv701102036.hl 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22960 

102501JL.R1040 

g5509120 

BLASTX 

g4406792 

221 

2.0e-17 

167 
29 

(AC0063Q4) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



22961 

102508__1.R1040 

ssr700556474.hl 

BLASTX 

g3252794 

628 

9.0e-66 

131 
84 

(AB015615) isoamylase [Oryza sativa] 
22962 

102517_1.R1040 
wvk700683794.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22963 

102529JL.R1040 

hyd700731231.hl 

BLASTX 

g2104536 

548 

3.0e-56 

155 

70 

(AF001308) predicted glycosyl transferase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



22964 

10254GJL.R1040 

awf700842594.hl 

BLASTX 

g4115916 

169 

1.0e-ll 

117 

42 

(AF118222) F3H7.9 gene product [Arabidopsis thaliana] 
>gi_4539441_emb__CAB40029.1_ (AL049523) putative protein 
[Arabidopsis thaliana] 

22965 

102573JL.R1040 

fC-gmse700675569f2 

BLASTX 

g!497987 
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BLAST score 


838 


E value 


4.0e-90 


Match length 


193 


% identity 


87 


NCBI Description 


(U62798) SCARECROW [Arabidopsis thaliana] 


Seq. No. 


22966 


Contig ID 


102575 1.R1040 


5 '-most EST 


gsv701055350.hl 


Method 


BLASTX 




rrA A 1 RQ1 9 

g44 ±3yJ-£ 


BLAST score 


256 


E value 


7.0e-22 


Match length 


104 


1 identity 


51 


NCBI Description 


(AC006282) putative protease [Arabidopsis thaliana] 


Seq. No. 


22967 


Contig ID 


102595 1.R1040 


5' -most EST 


jsh701068284.hl 


Method 


BLASTX 




g4 UUOC3 / / 


BLAST score 


469 


E value 


6.0e-70 


Match length 


215 


% identity 


32 


NCBI Description 


(299707) RNA-binding like protein [Arabidopsis thai 


Seq. No. 


22968 


Contig ID 


102601 1.R1040 


5 '-most EST 


fde700873188.hl 


Method 


BLASTX 


NCBI GI 


g3413699 


BLAST score 


■CO /r 

o Jo 


E value 


3.0e-66 


Match length 


203 


% identity 


59 


NCBI Description 


(AC004747) putative heat shock protein [Arabidopsis 




thaliana] 


Seq. No. 


22969 


Contig ID 


102605 1.R1040 


5 '-most EST 


ssr700556619.hl 


Seq. No. 


22970 


Contig ID 


102606 1.R1040 


5' -most EST 


ssr700556622.hl 


Method 


BLASTX 


NLni bl 


giy4 dJUU 


BLAST score 


280 


E value 


8.0e-25 


Match length 


78 


% identity 


67 


NCBI Description 


(Y12529) hypothetical protein [Silene latifolia] 


Seq. No. 


22971 


Contig ID 


102611_1.R1040 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ssr700556630.hl 

BLASTX 

gl685003 

148 

2.0e-09 

76 

49 

(U32643) immediate-early salicylate-induced 
glucosyltransf erase [Nicotiana tabacum] 

22972 

102622JL.R1040 

fde700874961.hl 

BLASTX 

g2739360 

167 

5.0e-19 

104 

55 

(AC002505) unknown protein [Arabidopsis thaliana] 
>gi_3075385 (AC004484) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22973 

102622_2.R1040 

jC-gmst024 00073b09al 

BLASTX 

g2739360 

449 

2.0e-44 

195 

51 

(AC002505) unknown protein [Arabidopsis thaliana] 
>gi_3075385 (AC004484) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



22974 

102637_1.R1040 
epx701110161.hl 

22975 

102659_1.R1040 
ssr700556686.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



22976 

102668JL.R1040 

ssr700556696.hl 

BLASTX 

g4454050 

146 

5.0e-09 

119 

43 

(AL035394) putative protein [Arabidopsis thaliana] 
22977 

102675 1.R1040 
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5 1 -most EST 



ssr700556708.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



22978 

102676_1.R1040 
jC-gmle01810091g03al 

22979 

102690JL.R1040 
ssr700556724.hl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



22980 

102692_1.R1040 

ssr700556826.hl 

BLASTX 

g2959781 

587 

2.0e-60 

225 

51 

(AJ223508) Zwille protein [Arabidopsis thaliana] 
22981 

102703_1.R1040 

zhf700958249.hl 

BLASTX 

g2809259 

299 

3.0e-27 

68 

79 

(AC002560) F21B7.28 [Arabidopsis thaliana] 
22982 

102723_1.R1040 
uC-gmf Iminsoyll9gl0bl 

22983 

102723_2.R1040 
uC-gmropicl04h06bl 

22984 

102726JLR1040 
ssr700556767.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22985 

102733_1.R1040 

ssr700556775.hl 

BLAST N 

g3695060 

123 

1.0e-62 

279 

86 

Lotus japonicus rac GTPase activating protein 2 mRNA, 
partial cds 



Seq. No. 



22986 



3657 



Contig ID 


102734 1.R1040 


5 T -most EST 


ssr700556776.hl 


Method 


BLASTX 


NCBX bl 




BLAST score 


902 


E value 


1.0e-97 


Match length 


192 


% identity 


88 


NCBI Description 


(Y09533) involved in starch metabalism [Solanum tubero 


Seq. No. 


22987 


Contig ID 


102737 1.R1040 


5* -most EST 


wvk700681775.hl 


Method 


BLASTX 


N^oX bl 


-no a 0*701 


BLAST score 


185 


E value 


4.0e-13 


Match length 


210 


% identity 




NCBI Description 


(AC002341) unknown protein [Arabidopsis thaliana] 


Seq. No. 


22988 


Contig ID 


102754 1.R1U4U 


5' -most EST 


jC-gmfl02220060dl2al 


Seq. No. 


22989 


Contig ID 


102754 2.R1040 


5 1 -most EST 


ssr700556808.hl 


Seq. No. 


22990 


Contig ID 


102764 1.R1040 


5 1 -most EST 


wvk700682142.hl 


Method 


BLASTX 


NCBI GI 


g4567273 


ciLAb i score 


00 A 


E value 


1.0e-18 


Match length 


48 


% identity 


83 


NCBI Description 


(AC006841) putative vacuolar proton ATPase subunit 




[Arabidopsis thaliana] 


Seq. No. 


22991 


Contig ID 


102767 1.R1040 


5 '-most EST 


zsg701120323.hl 


Seq. No. 


22992 


Contig ID 


102787 1.R1040 


5' -most EST 


ssr700556845.hl 


Seq. No. 


22993 


Contig ID 


102802 1.R1040 


5' -most EST 


ssr700556862.hl 


Seq. No. 


22994 


Contig ID 


102810JL.R1040 


5 f -most EST 


uC-gmrominsoyl 0 6d0 4bl 



3658 



(ID 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22995 

102810^2. R1040 
uC-gmropic072gl0bl 

22996 

102822_1.R1040 
epx701105463.hl 

22997 

102836J..R1040 

sat701008295.hl 

BLASTX 

g3860246 

152 

1.0e-09 

93 
43 

(AC005824) putative reverse-transcriptase protein 
[Arabidopsis thaliana] >gi_4510429_gb_AAD21515 . 1_ 
(AC006929) putative reverse transcriptase [Arabidopsis 
thaliana] 

22998 

102843_1.R1040 

uC - gmr omin s o y 1 1 7 g 0 3b 1 

22999 

102853JL. R1040 

jC-gmro02910061h08al 

BLASTX 

g3024362 

328 

2.0e-30 

83 
77 

PHENYLALANINE AMMONIA-LYASE G2B >gi_2118317__pir S60042 

phenylalanine ammonia -lyase (EC 4.3.1.5) 2b - Japanese 
aspen x large-toothed aspen >gi_1109641_dbj_BAA078 60_ 
(D43802) phenylalanine ammonia -lyase [Populus 
kitakamiensis ] 



Seq. No. 

Contig ID 

5'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
S'-most EST 
Method 
NCBI GI 



23000 

102858JL.R1040 

ssr700556933.hl 

BLASTX 

g4508079 

275 

1.0e-24 

95 
59 

(AC005882) 66284 
23001 

102863_1.R1040 
zhf700964602.hl 
BLASTX 
g2760328 



[Arabidopsis thaliana] 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq, No. 
Contig ID 
5' -most EST 



CD 



147 

3.0e-09 

59 

49 

(AC002130) F1N21.13 [Arabidopsis thaliana] 
23002 

102875J..R1040 
jsh701064919.hl 

23003 

102878_1.R1040 
ssr700556960.hl 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5' -most EST 



23004 

102884_1.R1040 
uC-gmropicl 0 3h0 8bl 

23005 

102889JL.R1040 

hrw701058004.hl 

BLASTX 

g3776007 

433 

1.0e-42 

133 

65 

(AJ0104 67) RNA helicase 



[Arabidopsis thaliana] 



23006 

102906JL.R1040 

nsy700645638.hl 

BLASTX 

g2498291 

195 

2.0e-20 

172 

43 

DIH YDROD I P ICOL I NATE REDUCTASE >gi_1651716_dbj__BAA16644_ 
(D90899) dihydrodipicolinate reductase [Synechocystis sp.] 

23007 

102913JL.R1040 
ssr700557011.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23008 

102925 J.. R1040 

ssr700557023.hl 

BLASTX 

g3850583 

653 

2.0e-68 

216 

62 

(AC005278) Contains similarity to transcription initiation 
factor HE, alpha subunit gb_X634 68 from Homo sapiens. 
[Arabidopsis thaliana] 



3660 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23009 

102926_1.R1040 
kll701209474.hl 

23010 

102932JL.R1040 

kmv700742463.hl 

BLASTX 

g2129538 

344 

2.0e-32 

72 

90 

AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaliana] 

23011 

102948_1.R1040 

pcp700994532.h2 

BLASTX 

g4115534 

202 

4.0e-16 

80 
45 

(AB012114) UDP-glycose:flavonoid glycosyltransf erase [Vigna 
mungo] 

23012 

102959_1.R1040 
ssr700559059.hl 

23013 

102969__1.R1040 

ssr700557078.hl 

BLASTX 

g2145356 

461 

3.0e-46 

124 

78 

(Y11122) HD-Zip protein [Arabidopsis thaliana] >gi_3132474 
(AC003096) homeobox protein, ATHB-14 [Arabidopsis thaliana] 

23014 

102982_1.R1040 

ssr700559040.hl 

BLASTX 

g4455334 

147 

1.0e-09 

50 
80 

(AL035525) myosin-like protein [Arabidopsis thalxana] 



Seq. No. 



23015 
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Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



102998JL.R1040 

zzp7Q0830806.hl 

BLASTX 

g3269292 

179 

4.0e-13 

71 

48 

(AL030978) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



23016 

102998_2.R1040 
pcp700993015.hl 



Seq. No. 
Contig ID 
5 '-most EST 



23017 

103004_1.R1040 
uC-gmropicO 68 f 04bl 



Seq. No. 
Contig ID 
5' -most EST 



23018 

103005JL.R1040 
ssr700557140.hl 



Seq. No. 
Contig ID 
5 T -most EST 



23019 

103012_1.R1040 
ssr700557163.hl 



Seq. No. 
Contig ID 
5 T -most EST 



23020 

103038JL.R1040 
uC-gmropicll0h02bl 



Seq. No. 
Contig ID 
5 '-most EST 



23021 

103040JL.R1040 
leu701154094.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23022 

103045_1.R1040 

fC-gmle700555604f3 

BLASTX 

g2465923 

221 

1.0e-17 

199 

28 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



23023 

103050JL.R1040 
wrg700785984.h2 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



23024 

103055_1.R1040 

dpv701102717.hl 

BLASTX 

g4580523 

769 

7.0e-82 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



233 
64 

(AF036305) scarecrow-like 8 [Arabidopsis thaliana] 
23025 

103062JL.R1040 
zzp700830240.hl 

23026 

103071JL.R1040 

uC-gmflminsoy074d08bl 

BLASTX 

g417328 

209 

2.0e-16 

143 

33 

U D P - N - ACE T YLMURAMO YLALAN YL - D - GL UT AMAT E — 2 , 
6-DIAMINOPIMELATE LIGASE (UDP-N-ACETYLMURAMYL-TRIPEPTIDE 

SYNTHETASE) >gi_477729_pir B47691 

UDP-N-acetylmuramoylalanyl-D-glutamate — 2, 
6-diaminopimelate ligase (EC 6.3.2.13) - Bacillus subtili; 
>gi_40162_emb_CAA78767_ (Z15056) murE [Bacillus subtilis] 
>gi_2633889_emb_CABl3391_ (Z99111) 
UDP-N-acetylmuramoylananine-D-glutamate-2 , 6- 
di ami nop ime late ligase [Bacillus subtilis] 

23027 

103076_1.R1040 
uC-gmropic075g02bl 

23028 

103082_1.R1040 

ssr700557290.hl 

BLASTX 

g3273196 

149 

5.0e-12 

58 

64 

(AB010915) responce regulatorl [Arabidopsis thaliana] 
>gi_3323583 (AF057282) two-component response regulator 
homolog [Arabidopsis thaliana] >gi_39535 97_dbj_BAA34 726_ 
(AB008487) response regulator 4 [Arabidopsis thaliana] 

23029 

103108_1.R1040 
fC-gmse700756809cl 

23030 

103147__1.R1040 

hrw701062557.hl 

BLASTX 

g3831451 

438 

1.0e-43 
121 
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% identity 

NCBI Description 



51 

(AC005700) 
thaliana] 



putative O-GlcNAc transferase [Arabidopsis 





23031 


Contig ID 


103158 1.R1040 


5' -most EST 


ssr700557417.hl 


Method 


BLASTX 


NCBI GI 


gl220453 


BLAST score 


414 


E value 


1.0e-40 


Match length 


125 


% identity 


54 


NCBI Description 


(M79328) alpha-amylase 


Seq. No. 


23032 


Contig ID 


103170 1.R1040 


5 '-most EST 


sat701008540.hl 


Method 


BLASTX 


NCBI GI 


gl362086 


BLAST score 


496 


E value 


2.0e-50 


Match length 


122 


% identity 


76 


NCBI Description 


5 -me t hyl t e t r ahy dr op t e r o 




S-methyltransf erase (EC 



[Solanum tuberosum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb__CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 

23033 

103177JL.R1040 

ssr700557439.hl 

BLASTX 

g4539291 

291 

2.0e-26 

105 

52 

(AL049480) putative protein [Arabidopsis thaliana] 
23034 

103193_1.R1040 
pcp700990872*hl 

23035 

103196_1.R1040 
gsv701049095.hl 

23036 

103203_1.R1040 
jC-gmfl02220077el2al 

23037 

103204 1.R1040 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ssr700557485.hl 

BLASTX 

g3184283 

561 

6.0e-58 

127 

87 

(AC004136) putative TBP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



23038 

103219JL.R1040 
fC-gmse700751156a2 



Seq. No. 
Contig ID 
5 '-most EST 



23039 

103226_1.R1040 
ssr700557528.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23040 

103238_1.R1040 

wrg700786187.h2 

BLASTN 

gl052959 

271 

1.0e-150 

575 

87 

Ipomoea nil PNIL34 mRNA, 



complete cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23041 

103247_1.R1040 

uC-gmrono i r 0 5 6h 0 3bl 

BLASTX 

g4559380 

1218 

1.0e-134 

339 

66 

(AC006526) putative auxin-responsive GH3 protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23042 

103250_1.R1040 

hyd700726225.hl 

BLASTX 

g2062164 

315 

8.0e-29 

110 

29 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



23043 

103251JL.R1040 

fC-gmle700557575f2 

BLASTX 



3665 



CD 



NCBI GI 


g3056594 


BLAST score 


249 


E value 


2.0e-21 


Match length 


93 


% idpnt it v 

Q wl* \JL X J. L~ y 


52 


NCBI Description 


(AC004255) T1F9.15 [Arabidopsis thaliana] 


Seq. No. 


23044 


Contig ID 


103268 1.R1040 


5 '-most EST 


jex700905675.hl 


Seq. No. 


23045 


Contig ID 


103279_1.R1040 


5' -most EST 


seb700653059.hl 


Method 


BLASTX 


NCBI GI 


g3264757 


BLAST score 


365 


E value 


1.0e-34 


Match length 


137 


% identity 


61 


NCBI Description 


(AF071888) zeaxanthin epoxidase [Prunus armeniaca] 


Seq. No. 


23046 


Contig ID 


103280 1.R1040 


5 1 -most EST 


uC-gmropic091b07bl 


Method 


BLASTX 


NCBI GI 


g3335336 


BLAST score 


170 


E value 


6.0e-12 


LJU -J- ^3 J. i- \*4 L1I 


42 


% identity 


79 


NCBI Description 


(AC004512) Contains similarity to DnaJ gene YM8520.10 




gb_825566 from from S. cerevisiae cosmid gb_Z49705. ESTs 




gb_Z47720 and gb_Z29879 come from this gene. [Arabidopsis 




thaliana] 


Seq. No. 


23047 


Contig ID 


103291 1.R1040 


5' -most EST 


fC-gmle700557642f2 


Method 


BLASTX 


NCBI GI 


g4126403 


BLAST score 


180 


E value 


6.0e-17 


Match length 


92 


% identity 


51 


NCBI Description 


(AB011796) flavonol synthase [Citrus unshiu] 


Seq. No. 


23048 


Contig ID 


103293 1.R1040 


5' -most EST 


asn701132075.hl 


Method 


BLASTX 


NCBI GI 


g4490310 


BLAST score 


346 


E value 


2.0e-32 


Match length 


175 


% identity 


42 


NCBI Description 


(AL035678) somatic embryogenesis receptor-like kinase-like 



3666 



protein [Arabidopsis thaliana] 

Seq. No. 23049 

Contig ID 103300_1 .R1040 

5 f -most EST vwf700674658.hl 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



23050 

103302_1.R1040 

jex700908878.hl 

BLASTX 

gl742187 

221 

1.0e-17 

177 
31 

(D90771) ORF_ID:o260#14; similar to [SwissProt Accession 
Number P11666] [Escherichia coli] >gi_1742198_dbj_BAA14 933_ 
(D90772) ORF_ID:o260#14; similar to [SwissProt Accession 
Number P11666] [Escherichia coli] >gi_1787591 (AE000231) 
orf, hypothetical protein [Escherichia coli] 

23051 

103302_2.R1040 
fde700874255.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23052 

103314JL.R1040 
jex700908459.hl 

23053 

103317JL.R1040 

ssr700557682.hl 

BLASTX 

g3426261 

228 

4.0e-19 

87 
51 

(U81378) disease resistance gene homolog Mi-copyl 
[Lycopersicon esculentum] 

23054 

103322JL.R1040 

ssr700557695.hl 

BLASTX 

g2832629 

159 

6.0e-ll 

54 
57 

(AL021711) 4-coumarate-CoA ligase - like [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



23055 

1Q3323JL.R104Q 
ssr700557701.hl 



3667 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5 '-most EST 



23056 

103328_1.R1040 

uC - gmr omins o y 1 0 3 c 0 6b 1 

23057 

103338JL.R1040 
ssr700557720.hl 

23058 

103338_2.R1040 

fC-gmro700843914fl 

BLASTX 

g4415932 

164 

4.0e-ll 

122 
39 

(AC006418) unknown protein [Arabidopsis thaliana] 
23059 

103343JL.R1040 
kll7Q1202679.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23060 

103345JL.R104G 

g5058369 

BLASTX 

g3702342 

178 

9.0e-13 

70 

44 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
23061 

103368JL.R1040 

2hf700956128.hl 

BLASTX 

g452593 

147 

3.0e-09 

40 

65 

(D21814) ORF [Lilium longiflorum] 
23062 

103374JL.R1040 

jC-gmle01810062el2al 

BLASTX 

g404688 

194 

5.0e-15 

58 
59 

(L19074) cytochrome P450 [Catharanthus roseus] 



Seq. No. 



23063 



3668 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 f -most EST 
Method 



(P • 

103377JL.R1040 

zhf700962872.hl 

BLASTX 

g3360291 

365 

1.0e-34 

136 
38 

(AF023165) leucine-rich repeat transmembrane protein kinase 
2 [Zea mays] 

23064 

103379J..R1040 
ssr700557772.hl 

23065 

103386JL.R1040 

ssr700557779.hl 

BLASTN 

g 4324494 

159 

3.0e-84 

270 

91 

Glycine max glutamyl-tRNA reductase precursor (gtrl) gene, 
complete cds 

23066 

103387_1.R1040 

leu701147117.hl 

BLASTX 

g3242702 

184 

1.0e-13 

47 

68 

(AC003040) hypothetical protein [Arabidopsis thaliana] 



23067 

103387_2.R1040 

jsh701069182.hl 

BLASTX 

g3242702 

161 

3.0e-ll 

55 
58 

(AC003040) hypothetical protein 
23068 

103399_1.R1040 
ssr700557802.hl 



[Arabidopsis thaliana] 



23069 

103402_1.R1040 

epx701109505.hl 

BLASTX 

3669 



WfRT (IT 


Z- vJ Z. -J A rt U 


BLAST score 


213 


E value 


4.0e-17 


Match length 


93 


•6 identity 




NCBI Description 


(AF030709) poly (A) polymerase [Pisum sativum] 


Seq. No. 


23070 


Contig ID 


103406 1.R1040 


5 '-most EST 


ssr700557816.hl 


Seq. No. 


23071 


Contig ID 


103410 1.R1040 


5 '-most EST 


ssr700557821.hl 


Method 


BLASTX 


IvUDJ. V7-L 




BLAST score 


602 


E value 


2.0e-62 


Match length 


149 


% identity 


78 


NCBI Description 


(U96879) CLV1 receptor kinase [Arabidopsis thaliana] 


Seq. No. 


23072 


Contig ID 


103416 1.R1040 


5' -most EST 


jC-gmle01810009c09al 


Method 


BLASTX 






BLAST score 


406 


E value 


3.0e-39 


Match length 


273 


% identity 


32 


NCBI Description 


(AC005496) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


23073 


Contig ID 


103421 1.R1040 


5' -most EST 


fC-gmle700557833f2 


Method 


BLASTX 


NCBI GI 


g3928862 


j3.uh.oi score 




E value 


8.0e-10 


Match length 


139 


% identity 


35 








thaliana] 


Seq. No. 


23074 


uontig x jj 


1U / 1 • K1U4U 


5 '-most EST 


jC-gmfl02220070gl2al 


Seq. No. 


23075 


Contig ID 


103429 1.R1040 


5' -most EST 


ssr700557846.hl 


Seq. No. 


23076 


Contig ID 


103431 1.R1040 


5* -most EST 


gsv701048816.hl 


Method 


BLASTX 



3670 



NCBI GI 


g4558591 


Dijfioi &core 


ADl 


E value 


1.0e-39 


Match length 


142 


% identity 


59 


NCBI Description 


(AC006555) putative beta-1, 3-glucanase [Arabidopsis 




thaliana] 


Seq. No. 


23077 


Contig ID 


103431 2.R1040 


5' -most EST 


zhf700957726.hl 


Method 


BLASTX 


NCBI GI 


g4558591 


DT ACT 1 ohavo 


999 


E value 


3.0e-18 


Match length 


54 


% identity 


80 


NCBI Description 


(AC006555) putative beta-1, 3-glucanase [Arabidopsis 




thaliana] 


Seq. No. 


23078 


Contig ID 


103433 1.R1040 


5' -most EST 


leu701153077.hl 


Method 


BLASTX 




g*i yovoo 


BLAST score 


581 


E value 


4.0e-60 


Match length 


166 


% identity 


61 


NCBI Description 


(L33792) lipid transfer protein [Senecio odorus] 


Seq. No. 


23079 


Contig ID 


103462 1.R1040 


5' -most EST 


jC-gmle01810040a08al 


Method 


BLASTX 


MPDT (IT 


y 3y / UDO y 


BLAST score 


532 


E value 


3.0e-54 


Match length 


181 






NCBI Description 


(Y18484) {+) -delta-cadinene synthase [Gossypium arboreum] 


Seq. No. 


23080 


Contig ID 


103466 1.R1040 


S'-most EST 


wrg700787508.hl 


Seq. No. 


23081 


Contig ID 


103471 1.R1040 


5* -most EST 


ssr700558306.hl 


Method 


BLASTX 


NCBI GI 


g3065835 


BLAST score 


292 


E value 


3.0e-26 


Match length 


76 


% identity 


72 


NCBI Description 


(AF058800) putative methyltransf erase [Arabidopsis 




thaliana] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23082 

103474_1.R1040 

ssr700558309.hl 

BLASTX 

g4206209 

238 

3.0e-20 

93 

54 

(AF071527) putative glucan synthase component [Arabidopsis 
thaliana] >gi_4263042_gb_AAD15311_ (AC005142) putative 
glucan synthase component [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



23083 

103479_1.R1040 
leu701154548.hl 



Seq. No, 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23084 

103481_1.R1040 

pmv700894348.hl 

BLASTX 

g2501011 

157 

1.0e-10 

76 
49 

ISOLEUCYL-TRNA SYNTHETASE ( ISOLEUCINE — TRNA LI GAS E) 
>gi_1652625_dbj_BAA17545_ (D90907) isoleucyl-tRNA 
synthetase [Synechocystis sp.] 



(ILERS) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23085 

103484_1.R1040 

gsv701049113.hl 

BLASTX 

g3702966 

435 

4.0e-43 

86 

94 

(AF079486) rac GTP binding protein Arac8 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23086 

103500JL.R1040 

ssr700558340.hl 

BLASTX 

g4262148 

233 

2.0e-19 

118 
43 

(AC005275) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 



23087 

103523 1.R1040 



3672 



# • 



0 — IUO 5U Hj o 1 


=;sr700558368 .hi 


O e • IN U • 


23088 




103541 1 R1040 


J lUUO L. DO J. 


epx701106572.hl 


Method 


OJjnO J. IN 


NCBI GI 


g2598578 


BLAST score 


133 


TP ua 1 n o 
Hj VdlUc 


2 0e-68 


l w la.l,t_ll Xeilyuii 


316 


% identity 


86 


NCBI Description 


Medicago truncatula mRNA for L-ascorbate oxidase 


oeq. lno. 


?3089 


Contig ID 


103548 1.R1040 


5 1 -most EST 


leu701152225.hl 


oeg • inu • 


23090 


f~* r~s.*r*\ +- A rr T Pi 

Lonng xu 


10354 8 2 R1040 


O — JXIOSU JCjOI 


7c-rr7ni TP4R70 hi 


oeg • iNo • 


23091 


L/Oni-iy xl* 


103551 1 R1040 


O ILKJo L LOl 


wvk700685344 .hi 


Method 


PT TiCTY 


NCBI GI 


g3668080 


BLAST score 


148 


E value 


Z * Uc X o 


Matcn xengun 


£7 


% identity 


70 


NCBI Description 


(AC004 667) unknown protein [Arabidopsis thaliana] 


OC^i IN <J • 


23092 


^oncig xu 


1 n^SfiD 1 R1040 


o mo sr. iiioi 


■7^7-1 7 00^0^ 9 A Q 


beg. jno . 


9^0Q3 

6.JU 




103586 1 R1040 


J ILLvJoL. Hit-) X 


ssr700558451 .hi 


Method 


DXofiO 1 A 


JNUoX LjX 




BLAST score 


138 


E value 


1.0e-08 


TVI ■!- /"*>Vi 1 pri <t+" Y\ 
i v icH-t-ll _L cliy Lli 


83 


9- -i ^ v> "I - "j +* t r 


A9 


imujdx uescription 


^A,T1^15ftn^ alutathione transferase AtGST 10 [Arabidop 




■f-Vial *i anal 


beg. imo. 




uonrxg xjj 


J. U J U J/ U X.JTxXVj'^IV-' 




zhf700959722.hl 


Mpt*hod 


BLASTX 


NCBI GI 


g3335366 


BLAST score 


187 


E value 


8.0e-14 


Match length 


64 


% identity 


55 
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NCBI Description (AC003028) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23095 

103628_1.R1040 

uC-gmronoir042c04bl 

BLASTX 

gl707012 

806 

1.0e-133 

279 

82 

(U78721) tyrosyl-tRNA synthetase isolog [Arabidopsis 
thaliana] 

23096 

103628_2.R1040 

zzp700835745.hl 

BLASTX 

gl841468 

156 

1.0e-10 

64 
55 

(Y10990) Tyrosyl-tRNA synthetase [Nicotiana tabacum] 
23097 

103650JL.R1040 

ssr700558541.hl 

BLASTX 

g4469021 

309 

4.0e-28 

83 

72 

(AL035602) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



23098 

103657_1.R1040 
ssr700558554.hl 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23099 

103662_1.R1040 
uC-gmronoir071d07bl 

23100 

103669_1. R1040 

gsv701053424.hl 

BLASTX 

gl076386 

1446 

1.0e-161 

297 
90 

protein kinase ADK1 - Arabidopsis thaliana >gi_1216484 
(U48779) dual specificity kinase 1 [Arabidopsis thaliana] 



Seq. No. 



23101 



3674 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



103677_1.R1040 
ssr700558670.hl 

23102 

103690_1.R1040 

ssr700558609.hl 

BLASTX 

gl943945 

251 

1.0e-21 

90 

53 

(U85780) Spinacia oleracea Spinach choline monooxygenase 
TRANSLATE of cmolll7.gcg from: 57 to: 1376 [Spinacia 
oleracea] 

23103 

103697JL.R1040 

uC-gmrominsoyl2 6e08bl 

BLASTX 

g4263707 

1179 

1.0e-130 

272 

83 

(AC006223) putative 70kD heat shock protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



23104 

103705_2.R1040 
ssr700558629.hl 

23105 

103725_1.R1040 

kll701209784.hl 

BLASTX 

g3287696 

777 

5.0e-83 

173 

82 

(AC003979) Strong similarity to phosphoribosylanthranilate 
transferase gb_D86180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 
[Arabidopsis thaliana] 

23106 

103726_1.R1040 
ssr700558657.hl 

23107 

103731JL.R1040 

uC-gmrominsoyl54gllbl 

BLASTX 

g4567197 

465 

2.0e-46 



3675 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



156 
62 

(AC007168) unknown protein [Arabidopsis thaliana] 
23108 

103738JL.R1040 

hyd700729964.hl 

BLASTX 

g4490733 

355 

7.0e-34 

112 

62 

(AL035709) putative protein [Arabidopsis thaliana] 
23109 

103743_1.R1040 

uC- gmf lmins oy 0 2 8 a 1 2bl 

23110 

103755_1.R1040 

kmv700738076.hl 

BLASTX 

g4512678 

463 

3.0e-46 

145 

66 

(AC006931) unknown protein [Arabidopsis thaliana] 
23111 

103756_1.R1040 

sat701014551.hl 

BLASTX 

g2829689 

156 

4.0e-10 

169 

22 

TRIGGER FACTOR (TF) (VEGETATIVE PROTEIN 2) (VEG2) 
>gi_1770074_emb_CAA99536_ (Z75208) trigger factor [Bacillus 
subtilis] >gi_2 635288_emb_CAB14783_ (Z99118) trigger factor 
(prolyl isomerase) [Bacillus subtilis] 

23112 

103760_1.R1040 

trc700566870.hl 

BLASTX 

gl076318 

513 

1.0e-104 

313 

63 

dihydrolipoamide S-acetyltransf erase (EC 2.3.1.12) 
precursor - Arabidopsis thaliana (fragment) 
>gi_559395_emb_CAA86300_ (Z46230) dihydrolipoamide 
acetyltransf erase (E2) subunit of PDC [Arabidopsis 



3676 



Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



thaliana] 
23113 

103760_2.R1040 

fC-gmse700836661gl 

BLASTX 

gl076318 

487 

2.0e-88 

268 

66 

dihydrolipoamide S-acetyltransf erase (EC 2.3.1.12) 
precursor - Arabidopsis thaliana (fragment) 
>gi_559395_emb_CAA86300_ (Z46230) dihydrolipoamide 
acetyltransf erase (E2) subunit of PDC [Arabidopsis 
thaliana] 

23114 

103773_1.R1040 

gsv701055278.hl 

BLASTX 

gl723242 

171 

5.0e-12 

83 

34 

HYPOTHETICAL 36.8 KD PROTEIN C26A3.16 IN CHROMOSOME I 
>gi_1177363_emb_CAA93239_ (Z69240) yeast dsk2 homolog, 
ubiquitin-like protein [Schizosaccharomyces pombe] 

23115 

103777_1,R1040 

ssr700558738.hl 

BLASTX 

g2117355 

665 

7.0e-70 

196 

66 

mitochondrial processing peptidase (EC 3.4.99.41) alpha-II 
chain precursor - potato >gi_587562_emb_CAA56520_ (X80236) 
mitochondrial processing peptidase [Solanum tuberosum] 

23116 

103782JL.R1040 

ssr700558743.hl 

BLASTX 

g2262178 

231 

6.0e-19 

168 

39 

(AC002329) putative Mlo-like protein [Arabidopsis thaliana] 
23117 

103787_1.R1040 
pcp700991139.hl 
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Seq. No. 


23118 




Contig ID 


103805 1.R1040 




5' -most EST 


ssr700558770 hi 




Seq. No. 


23119 




Contig ID 


103806 1.R1040 




5' -most EST 


ssr700558773 hi 




Seq. No. 


23120 




Contig ID 


Xu JU X£. X • X\X U T v 




5 T -most EST 


ish701064710 hi 




Sea No 


23121 




Contig ID 


103818 1 R1040 

x v ^/ <J X U X • L\X U Tt U 




5 T -most EST 


ssr700558788 .hi 




Method 


BLASTX 




NCBI GI 


g2344894 




BLAST score 


464 


:-fl 


E value 


2 . 0e-46 




Match length 


142 




% identity 


21 




NCBI Description 


\n^uu^joo; nyjju Liitr LiLai pioteiii [H.r ajjictopsis unai.ian.aj 




Sea No 


^. O X 




Contig ID 


103828 ? R1040 




5 T -most EST 


dDv70lT02138 hi 




Method 


BLASTX 




NCBI GI 


g2367392 




BLAST score 


162 




E value 


Ofa-90 




Match length 


94 




% identity 


59 




j. i_/ \zi t3 X X KJ L. -L \J L 1 


\uo£D ±o } ranaoia siug cujnazo protein [Dictyostelium 


■ ; 




Ul. _1_ O LfUXUC LULL J 










Contig ID 


1 O^fiSI 1 R1 040 

X W «J (J X X • £\X VJ ^1 U 




5 f —most EST 


uvj> yiLLx oiitxiiooy^ 0 / iu /Jul 




Method 


BLASTN 




NCBI GI 


g3116019 




BLAST score 


115 




E value 


8 . Oe-58 




Match length 


246 




% identitv 


87 




NCBI Description 


X X O UJ.U DaLl VUlll ILL£\LNrt, 1UX I toil QcilS 




Sea No 

t 111 \J . 






Contig ID 


103833 1 R1 040 




5 '-most EST 


zhf 7009^56579 hi 




Method 


BLASTX 




NCBI GI 


g4522007 




BLAST score 


268 




E value 


1.0e-23 




Match length 


80 




% identity 


65 




NCBI Description 


(AC007069) unknown protein [Arabidopsis thaliana] 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



23125 

103864JL.R1040 
uC-gmrominsoy208c02bl 

23126 

103876_1.R1040 

uC-gmflminsoy028e06bl 

BLASTX 

g!616918 

155 

6.0e~10 

214 

25 

(D82060) 
clusters 



[Homo sapiens] 
23127 

103882JL.R1040 
rlr700895518.hl 



membrane protein with histidine rich charge 
[Homo sapiens] >gi_4219088 (AF117221) KE4 protein 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



23128 

103888_1.R1040 
uC-gmronoir037g06bl 

23129 

103895JL.R1040 
ssr700558912.hl 



Seq. No. 
Contig ID 
5' -most EST 



23130 

103897JL.R1040 
uxk700672771.hl 



Seq. No. 
Contig ID 
5' -most EST 



23131 

103914_1.R1040 
ssr700558943.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



23132 

103925_1.R1040 

fC-gmle700558959al 

BLASTX 

g2459435 

990 

1.0e-107 

294 

62 

(AC002332) putative serine carboxypeptidase [Arabidopsis 
thaliana] 

23133 

103928JL.R1040 
jC-gmle0181002 9c08dl 

23134 

103930JL.R1040 
jC-gmle01810020cl2al 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23135 

103934_1.R1040 

pxt700946265.hl 

BLASTX 

g4415912 

295 

1.0e-26 

138 
41 

(AC006282) putative protease [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



23136 

103939_1.R1040 
uC-gmf Iminsoy018d06bl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23137 

103949_1.R1040 

ssr700558995.hl 

BLASTX 

g3377810 

169 

3.0e-12 

46 

70 

(AF076275) contains similarity to glutaredoxins 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23138 

103949_2.R1040 

ncj700987304.hl 

BLASTX 

g3377810 

253 

6.0e-22 

70 

69 

(AF076275) contains similarity to glutaredoxins 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



23139 

103971_1.R1040 
gsv701044933.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23140 

103979_1.R1040 

bth700845740.hl 

BLASTX 

g4415940 

422 

3.0e-41 

108 
74 

(AC006418) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 



23141 

103979 2.R1040 



3680 



0 lUOSt iLDi 






TIT flQTY 


NCBI GI 


g4415940 


BLAST score 


219 


E value 


c a — i o 


Match lengtn 


C 1 

D I 


% identity 


H A 
I 4 


NCBI Description 


(ACuuo4lo) hypothetical protein [ Arabidopsis tnalianaj 


Seq. No. 


23142 


Contig ID 


i a o m a o n i a /i a 

1039/ 9 J.R1U4U 


D ITLOS C HjOI 


Dun /uuo4y4Uo.ni 


rie Lnoa 


DT TVCfrV 


NCBI GI 


g4415940 


BLAST score 


224 


E value 


z . ue—io 


ixia ten ienytn 


/ 1 


% identity 


Ol 


NCBI Description 


(AC006418) hypothetical protein [Arabidopsis thaliana] 


Seq. No* 


23143 


Contig ID 


103983 1.R1040 


r~ J _ _ j_ T-i o rn 

o —most EbT 


leu / Ullolooo . ill 


Method 


cSliAo 1 A 


NCBI GI 


g3785996 


BLAST score 


478 


E value 


/ . Ue-4o 


Matcn lengtn 


"1 O A 

loU 


% identity 


40 


NCBI Description 


(AC0054 99) putative annexin [Arabidopsis thaliana] 


Seq. No. 


23144 


Contig ID 


104001_1.R1040 


C T mno-K "COT 1 

3 — IttOSL £jbl 


ssr/uuooyuoi . ni 


Method 


BLAST X 


NCBI GI 


g3236240 


BLAST score 


415 


E value 


O Art ^ 1 

o . ue-4 1 


Match length 


i on 
12U 


% identity 


71 


NCBI Description 


(AC004684) unknown protein [Arabidopsis thaliana] 


Seq. No. 


23145 


Contig ID 


"1 A V! A A *"> A n1 A / A 

104003 2.R1040 


5 1 -most EST 


ssr/ 0055908 3 . hi 


Seq. No. 


23146 


Contig ID 


104010_1 .R1040 


o -most hoi 


seo /uubou /ui.ni 


Metnoa 


bLAb J.A 




yjU*t / U DO 


BLAST score 


271 


E value 


1.0e-23 


Match length 


88 


% identity 


56 


NCBI Description 


(AF058825) contains similarity to human OS-9 precurosor 



(GB:U41635) [Arabidopsis thaliana] 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



23147 

104015_1.R1040 
ssr700559104.hl 

23148 

104016J..R1040 

zsg701129102.hl 

BLASTN 

g297171 

226 

1.0e-124 

270 

96 

R.rattus mRNA for ribosomal protein S7 
23149 

104023_1.R1040 

ssr700559117.hl 

BLASTN 

g206744 

283 

1.0e-158 

287 
100 

Rat ribosomal protein S17 mRNA, complete 
23150 

104030_1.R1040 

ssr700559128.hl 

BLASTN 

g38422 

351 

0.0e+00 

415 

96 

H. sapiens mRNA for ribosomal protein S18 
23151 

104031J..R1040 

fC-gmle700559131f2 

BLASTN 

g57703 

208 

I. 0e-113 
280 

94 

R.rattus mRNA for ribosomal protein L8 
23152 

104037JL.R1040 

ssr700559491.hl 

BLASTN 

g55822 

298 

1.0e-167 
302 



3682 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 



100 

Rat mRNA for beta-globin 
23153 

104040_1.R1040 
ssr700559145.hl 



23154 

104049JL.R1040 

ssr700559157.hl 

BLASTN 

g57112 

360 

0.0e+00 

391 

98 

Rat mRNA for ribosomal protein L28 
23155 

104050_1.R1040 

ssr700559196.hl 

BLASTN 

g57128 

259 

1.0e-144 

275 

99 

Rat mRNA for ribosomal protein SI 4 
23156 

104068_1.R1040 

ssr700559234.hl 

BLASTN 

g3128488 

101 

1.0e-49 

231 
89 

Mus musculus ficolin B mRNA, partial cds 
23157 

104071_1.R1040 

seb700652495.hl 

BLASTX 

g3142290 

438 

2.0e-43 

122 

75 

(AC002411) Contains similarity to gb_Z69902 from C. 
elegans. [Arabidopsis thaliana] 

23158 

104082_1.R1040 
ssr700559231.hl 
BLASTN 
g204558 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



293 

1.0e-164 

293 

100 

Rat major alpha-globin mRNA, complete cds 
23159 

104088JL.R1040 
ssr700559328.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23160 

104101_1.R1040 

ssr700559246.hl 

BLASTN 

g515864 

342 

0.0e+00 

369 

99 

R.norvegicus (Sprague Dawley) ribosomal protein L15 mRNA 
23161 

104102_1.R1040 

ssr700559248.hl 

BLASTN 

g575383 

300 

1.0e-168 

312 

99 

R.norvegicus mRNA for ribosomal protein L41 
23162 

104112JL.R1040 

hyd700729527.hl 

BLASTX 

g!731078 

240 

7.0e-20 

166 

36 

HYPOTHETICAL OXIDOREDUCTASE IN ANSR-BMRU INTERGENIC REGION 
>gi_1303968_dbj_BAA12623_ (D84432) YqjQ [Bacillus subtilis] 
>gi_2634813_emb__CAB14310_ (Z99116) similar to ketoacyl 
reductase [Bacillus subtilis] 

23163 

104113_1.R1040 

fC-gmle700559288f2 

BLASTN 

gl055227 

379 

0.0e+00 

387 

100 

Rattus norvegicus prostaglandin F2a receptor mRNA, complete 
cds 
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# 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23164 

104118_1.R1040 

uC-gmflminsoy056c04bl 

BLASTX 

g2498490 

414 

3.0e-40 

159 

51 

VIRAL INTEGRATION SITE PROTEIN INT-6 >gi_1854579 (L35556) 
Int-6 [Mus musculus] >gi_2114363 (U62962) similar to mouse 
Int-6 [Homo sapiens] >gi_2351382 (U54562) eIF3-p48 [Homo 
sapiens] >gi_2688818 (U85947) Int-6 [Homo sapiens] 
>gi_2695701 (U94175) mammary tumor-associated protein INT6 
[Homo sapiens] >gi_4 5 0352 l_ref_NP_0 01559 . l_pEIF3S6_ murine 
mammary tumor integration site 6 (oncogene homolog) 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23165 

104121_1.R1040 

ssr700559295.hl 

BLASTN 

g!94030 

124 

2.0e-63 

211 

92 

Mouse heat shock protein 86 mRNA, 
ribosomal RNA, partial sequence 



complete cds, and 28S 



Seq. No. 
Contig ID 
5 '-most EST 



23166 

104123_1.R1040 
ssr700559389.hl 



Seq. No. 
Contig ID 
5' -most EST 



23167 

104125JL.R1040 
ssr700559294.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23168 

104127_1.R1040 

ssr700559490.hl 

BLASTN 

gl050757 

251 

1.0e-139 

259 

100 

R.norvegicus mRNA for a fusion protein of ubiquitin and 
ribosomal protein L40 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 



23169 

104132JL.R1040 

fC-gmle700559311f2 

BLASTN 

g984651 

1448 

0.0e+00 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



1603 
97 

Rattus norvegicus gene for Ad4BP, exon 7 and complete cds 
23170 

104138_1.R1040 

ssr700559317.hl 

BLAST N 

g710365 

294 

1.0e-165 

342 

96 

Human ribosomal protein L9 mRNA, complete cds 
23171 

104166JL.R1040 

wrg700789555.h2 

BLASTX 

g3822403 

498 

4.0e-50 

209 

46 

(AF087 932) hydroperoxide lyase [Arabidopsis thaliana] 
23172 

104167JL.R1040 
sat701014803.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23173 

104195_1.R1040 

tku700646491.hl 

BLASTN 

g337732 

282 

1.0e-157 

306 

98 

H. sapiens S19 ribosomal protein mRNA, complete cds. 
>gi_4506694_ref_NM_001022.1_RPS19_ Homo sapiens ribosomal 
protein S19 (RPS19) mRNA 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23174 

104202_1.R1040 

jC-gmro02910031c03dl 

BLASTX 

g3426064 

237 

6.0e-20 

91 

54 

(AJ007588) monooxygenase [Arabidopsis thaliana] 
>gi_4467141_emb_CAB37510_ (AL035540) monooxygenase 
[Arabidopsis thaliana] 



2 (M02) 



Seq. No. 



23175 



3686 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



104211JUR1040 

zzp700833580.hl 

BLASTX 

g3367587 

249 

3.0e-21 

119 

43 

(AL031135) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



23176 

104236_1.R1040 
gsv701055474.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23177 

104273_1.R1040 

g4396140 

BLASTX 

g2739046 

288 

2.0e-25 

150 

41 

(AF024 652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23178 

104273_2.R1040 

fde700871322.hl 

BLASTX 

g2739046 

199 

3.0e-15 

120 
35 

(AF024652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 



Seq. No. 
Contig ID 
5 '-most EST 



23179 

104287_1.R1040 
fde700872108.hl 



Seq. No. 
Contig ID 
5 '-most EST 



23180 

104308_1.R1040 
vzy700753219.hl 



Seq. No. 
Contig ID 
5' -most EST 



23181 

104312_1.R1040 
fC-gmro700844032d3 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



23182 

104316_1.R1040 

ssr700559591.hl 

BLASTX 

g4522012 

781 

3.0e-83 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



248 
64 

(AC007069) hypothetical protein [Arabidopsis thaliana] 
23183 

104328_1.R1040 
ssr700559609.hl 

23184 

104333_1.R1040 

zsg701122530.hl 

BLASTX 

g3047065 

409 

1.0e-39 

155 

52 

(AF058825) contains similarity to human OS-9 precurosor 
(GB:U41635) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



23185 

104340_1.R1040 

jC-gmle01810030b02a2 

BLASTX 

g3894389 

167 

9.0e-12 

120 

5 

(AF053996) Hcr2-2A [Lycopersicon pimpinellif olium] 
23186 

104344_1.R1040 
ssr700559628.hl 

23187 

104351_1.R1040 

fC-gmle700559636f2 

BLASTX 

gll74718 

635 

2.0e-66 

144 

81 

PUTATIVE RECEPTOR PROTEIN KINASE TMK1 PRECURSOR 

>gi_322579_pir JQ1674 receptor protein kinase TMK1 (EC 

2.7.1.-) precursor - Arabidopsis thaliana >gi_166888 
(L00670) protein kinase [Arabidopsis thaliana] 

23188 

104370_1.R1040 

uxk700673389.hl 

BLASTX 

g3859570 

175 

9.0e-13 
49 
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% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



63 

(AF098753) 



unknown [Oryza sativa] 



23189 

104374_1.R1040 

jsh701069071.hl 

BLASTX 

g2980772 

160 

5.0e-ll 

63 
56 

(AL022198) putative protein [Arabidopsis thaliana] 
23190 

104377J..R1040 
gsv701043810.hl 

23191 

104384JL.R1040 
sat701005269.hl 



Seq. No. 
Contig ID 
5' -most EST 



23192 

104387_1.R1040 
ssr700559685.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 



23193 

104400JL.R1040 

jsh701064704.hl 

BLASTX 

g3142292 

301 

2.0e-27 

80 
79 

(AC002411) Contains similarity to tetratricopeptide repeat 
protein gb_U46571 from home sapiens. EST gb_Z47802 and 
gb Z4 8402 come from this gene. [Arabidopsis thaliana] 



23194 

104420_1.R1040 

jC-gmle01810088h01al 

BLASTN 

g2618602 

40 

7.0e-13 

92 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



PI clone: 



23195 

104436_1.R1040 

dpv701102752.hl 

BLASTX 

g2760321 

282 
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# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-25 

53 

89 

(AC002130) 



F1N21.6 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



23196 

104436_2.R1040 

g5752886 

BLASTX 

g2760321 

213 

5.0e-17 

39 

90 

(AC002130) F1N21.6 [Arabidopsis thaliana] 
23197 

104458_1.R1040 

ssr700559780.hl 

BLASTN 

g3402671 

47 

4.0e-17 

162 

85 

Arabidopsis thaliana chromosome II BAC T16B24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

23198 

104468JL.R1040 

gsv701045227.hl 

BLASTN 

g2618602 

36 

2.0e-10 

76 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSJ1, complete sequence [Arabidopsis thaliana] 

23199 

104471_1.R1040 
ssr700559806.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



23200 

104475_1.R1040 
ejt700606117.h2 

23201 

104487_1.R1040 
fC-gmle700559825al 

23202 

104509_1.R1040 
epx701108151.hl 



Seq. No. 



23203 



3690 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



104513_1.R1040 

uC-gmflminsoy080dl0bl 

BLASTX 

g4510375 

166 

3.0e-ll 

114 
40 

(AC007017) 
thaliana] 



putative hoxneotic protein BEL1 [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Nicotiana tabacum] 



Seq. No. 
Contig ID 
5' -most EST 



23204 

104515_1.R1040 

ssr700559860.hl 

BLASTX 

g4160300 

216 

9.0e-35 

116 

60 

(AJ011893) cyclin D3.1 protein 
23205 

104521_1.R1040 
uC-gmropic036hl0bl 



23206 

104528_1.R1040 

jC-gmfl02220102hl0al 

BLASTX 

g4239765 

596 

1.0e-61 

173 

67 

(AJ006233) putative thaumatin-like protein precursor 
[Nicotiana tabacum] 

23207 

104536_1.R1040 

zhf700955682.hl 

BLASTX 

g3298542 

474 

3.0e-47 

237 

43 

(AC004681) putative cellulose synthase [Arabidopsis 
thaliana] 

23208 

104543JL.R1040 
ssr700559892.hl 



Seq. No. 
Contig ID 
5' -most EST 



23209 

104566JL.R1040 
fC-gmle700559932al 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

g2586083 

420 

3-0e-41 

169 
53 

(U72725) 



receptor kinase-like protein [Oryza 



longistaminata] 
23210 

104569_1.R1040 
ssr700559937.hl 

23211 

104578_1.R1040 

uC-gmropic074cl2bl 

BLAST N 

g3668068 

43 

9.0e-15 

98 

86 

Lycopersicon esculentum Pto kinase interactor 1 (Ptil) 
mRNA, complete cds 

23212 

1Q4618JL.R1040 

epx701105537.hl 

BLASTN 

g4210834 

258 

1.0e-143 

537 

87 

Pisum sativum mRNA for ketol-acid reductoisomerase 
23213 

104619JL.R1040 

ssr700560011.hl 

BLASTX 

g2245127 

397 

4.0e-38 

184 

47 

(Z97344) hypothetical protein [Arabidopsis thaliana] 
23214 

104631JL.R1040 
ssr700560026.hl 



Seq. No. 
Contig ID 
5 '-most EST 



23215 

104639JL.R1040 
ssr700560039.hl 



Seq. No. 

Contig ID 



23216 

104658 1.R1040 



3692 



5* -most EST 



bth700845560.hl 



Seq. No* 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23217 

104660_1.R1040 

zhf700963134.hl 

BLASTX 

g4406808 

235 

2.0e-26 

100 

62 

(AC006201) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



23218 

104661_1.R1040 
vzy700755612.hl 



Seq, No. 
Contig ID 
5 ' -most EST 



23219 

104661_2.R1040 
ncj700982416.hl 



Seq. No. 
Contig ID 
5 T -most EST 



23220 

104667_1.R1040 
ssr700560083.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23221 

104668JL.R1040 

fC-gmse700842377fl 

BLASTX 

g2833378 

604 

2.0e-62 

281 

46 

HEXOKINASE >gi_619928 (U18754) hexokinase [Arabidopsis 

thaliana] >gi_1582383_j>rf 2118367A hexokinase [Arabidopsis 

thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23222 

104674JL.R1040 

ssr700560101.hl 

BLASTX 

gl463123 

560 

7.0e-62 

132 

84 

(U34817) violaxanthin de-epoxidase precursor [Nicotiana 
tabacum] 



Seq. No. 

Contig ID 
5* -most EST 
Method 
NCBI GI 
BLAST score 
E value 



23223 

104675_1.R1040 

vwf700678402.hl 

BLASTX 

g3236259 

619 

1.0e-113 



3693 
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% identity 
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Match length 


117 
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% identity 


55 


NCBI Description 


(AC005170) GMP synthase-like protein 


Seq. No. 


0 "50 0 £ 


Contig ID 


104801 1.R1040 


5' -most EST 


ssr700560790.hl 


Seq. No. 
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NCBI Description 


(AC002334) putative receptor protein 




thaliana] 


beq. No. 




Contig ID 


lU4ol/ 1.K1U4U 


o -most hb 1 


e-oKinn'c/i QQ1 0 hi 

seo /uUD4yyiz .ni 


Seq. No. 




Contig ID 


104822 1.R1040 


5 T -most EST 


ssr700560332.hl 


Method 


BLASTX 


NCBI GI 


g2492678 


BLAST score 


221 



3694 



E value 
Match length 
% identity 
NCBI Description 



6.0e-18 

133 
36 

ACTIN-LIKE PROTEIN ARP8 >gi_2132896_pir S67026 probable 

membrane protein Y0R141c - yeast (Saccharomyces cerevisiae) 
>gi_1262142_emb_CAA64058_ (X94335) YOR3348c [Saccharomyces 
cerevisiae] >gi_1420356_emb_CAA99341_ (Z75049) ORF Y0R141c 
[Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5' -mo st EST 



23231 

104823_1.R1040 
sat701003815.hl 



Seq. No. 
Contig ID 
5' -most EST 



23232 

104824_2.R1040 
wvk700685082.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23233 

104882_1.R1040 

ssr700560418.hl 

BLASTX 

g4539389 

1243 

1.0e-137 

264 

87 

(AL035526) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23234 

104889JL.R1040 

ssr700560428.hl 

BLASTX 

gl418331 

369 

5.0e-35 

197 

40 

(X95909) receptor like protein kinase 
thaliana] 



[Arabidopsis 



Seq. No. 

Contig ID 
5 1 -most EST 



23235 

104899_1.R1040 
ssr700560452.hl 



Seq. No. 
Contig ID 
5 '-most EST 



23236 

104903JL.R1040 
ssr700560457.hl 



Seq. No. 
Contig ID 
5 f -most EST 



23237 

104906_1.R1040 
trc700563528.hl 



Seq. No. 
Contig ID 
5 ? -most EST 
Method 
NCBI GI 



23238 

104917JL.R1040 
pcp700991229.hl 
BLASTX 
g4559334 



3695 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



372 

1.0e-35 

92 

68 

(AC007087) 



unknown protein [Arabidopsis thaliana] 



23239 

104938JL.R1040 
ssr700560531.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23240 

104939_1.R1040 

leu701155807.hl 

BLASTX 

g2651310 

401 

6.0e-39 

178 

48 

(AC002336) putative PTR2-B peptide transporter [Arabidopsis 
thaliana] 



Seq. No. 


23241 




Pontia ID 


104942 1.R1040 




5 '-most EST 


jC-gmle01810060dl2al 




Method 


BLASTX 




NCBI GI 


g2262114 




BLAST score 


278 




E value 


2.0e-27 




Match length 


189 




% identity 


40 


isolog [Arabidopsis thaliana] 


NCBI Description 


(AC002343) cellulose synthase 


Seq. No. 


23242 




Contig ID 


104959 1.R104G 




5' -most EST 


ssr700560563.hl 




Seq. No. 


23243 




Contig ID 


104964 1.R104Q 




5 '-most EST 


fua701042649.hl 




Method 


BLASTX 




NCBI GI 


g4204265 




BLAST score 


216 




E value 


3.0e-17 




Match length 


124 




% identity 


41 


thaliana] 


NCBI Description 


(AC005223) 45643 [Arabidopsis 


Seq. No. 


23244 




Contig ID 


104966 1.R1040 




5 '-most EST 


jC-gmle01810059e08al 




Seq. No. 


23245 




Contig ID 


104987 1.R1040 




5' -most EST 


jsh701066491.hl 




Method 


BLASTX 




NCBI GI 


g2642450 





3696 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1285 

1.0e-142 

307 

81 

(AC002391) putative metal ion transporter (Nramp) 
[Arabidopsis thaliana] >gi_3169188 (AC004401) putative 
metal ion transporter (Nramp) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23246 

104998_1.R1040 

zhf700959433.hl 

BLASTX 

g4432870 

345 

2.0e-32 

190 

43 

(AC006300) putative selenium-binding protein, 3 T partial 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



23247 

105004_1.R1040 
ssr700560635.hl 



Seq. No. 

Contig ID 
5' -most EST 



23248 

105011_1.R1040 
fC-gmle700557881r2 



Seq. No. 
Contig ID 
5 f -most EST 



23249 

105012_1.R1040 
ncj700975593.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



23250 

105018_1.R1040 
uC-gmflminsoy071f02b2 



Seq. No. 
Contig ID 
5 1 -most EST 



23251 

105018_2.R1040 
rca701002575.hl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23252 

105030_1.R1040 

pxt700944161.hl 

BLASTX 

g2842490 

240 

2.0e-20 

102 
52 

(AL02174 9) heat-shock protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



23253 

105034_1.R1040 
kll701214786.hl 



Seq. No. 

Contig ID 



23254 

105041 1.R1040 



3697 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmflminsoy014b08bl 

BLASTX 

g2565436 

796 

3.0e-85 

165 
95 

(AF028842) DegP protease precursor [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23255 

105053_2.R1040 

kll701208345.hl 

BLASTX 

g2809237 

261 

4.0e-23 

77 
66 

(AC002560) F21B7.6 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



23256 

105060_1.R1040 
xpa700796733.hl 



Seq. No. 
Contig ID 
5' -most EST 



23257 

105100JL.R1040 
zzp700831796.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



23258 

105116_1.R1040 
kmv700738716.hl 



Seq. No. 
Contig ID 
5' -most EST 



23259 

105116_2.R1040 
pcp700995216.hl 



Seq. No. 
Contig ID 
5' -most EST 



23260 

105125JL.R1040 
vzy700756230.hl 



Seq. No. 
Contig ID 
5' -most EST 



23261 

105132_1.R1040 
ssr700560840.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23262 

105150_1.R1040 

ssr700560875.hl 

BLASTN 

gl853969 

66 

8.0e-29 

254 

81 

Vigna unguiculata mRNA for CPRD4 6 protein, complete cds 



Seq. No. 
Contig ID 



23263 

105155 1.R1040 



3698 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



tku700646396.hl 

BLASTX 

g2499115 

587 

6.0e-61 

138 

78 

VACUOLAR ASSEMBLY PROTEIN VPS 41 HOMOLOG >gi_ 
(U86662) VPS41 [Lycopersicon esculentum] 



1835788 



Seq. No. 


232b4 


Contig ID 


105170 1.R1U4U 


5 '-most EST 


hrw701uboyUo . nl 


Method 


tit 7v c rnv 

BLASTX 


NCBI GI 


gl903034 


BLAST score 


1817 


E value 


0.0e+00 


Match length 


541 


% identity 


64 


NCBI Description 


(X94 625) amp-binding protein 


Seq. No. 


23265 


Contig ID 


105186 1.R1040 


5 1 -most EST 


uaw700662791.hl 


Method 


BLASTX 


NCBI GI 


g4455221 


BLAST score 


180 


E value 


5.0e-13 


Match length 


100 


% identity 


38 


NCBI Description 


(AL035440) putative protein 


Seq. No. 


23266 


Contig ID 


105206 1.R1040 


5 1 -most EST 


epx701107663.hl 


Seq. No. 


23267 


Contig ID 


105219 1.R1040 


S 1 -most EST 


zhf700961282.hl 


Method 


BLASTX 


NCBI GI 


g3461828 


BLAST score 


204 


E value 


5.0e-16 


Match length 


79 


% identity 


52 


NCBI Description 


(AC004138) unknown protein 


Seq. No. 


23268 


Contig ID 


105229 1.R1040 


5 T -most EST 


ssr700561017.hl 


Seq. No. 


23269 


Contig ID 


105244 1.R1040 


5' -most EST 


sat701010629.hl 


Seq. No. 


23270 


Contig ID 


105244_2.R1040 



3699 



5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 



uC-gmropic022h04bl 
23271 

105261JL.R1040 
fua701042502.hl 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23272 

105265_1.R1040 
uC-gmrominsoy2 8 6d0 6b 1 

23273 

105265_2.R1040 
uC-gmropic058g08bl 

23274 

105276J..R1040 

vwf700675747.hl 

BLASTN 

gl66411 

265 

1.0e-147 

493 

88 

Medicago sativa NADH-glutamate synthase mRNA, comlete cds 
23275 

105281JL.R1040 

jC-gmro02910032dllal 

BLASTX 

g3695019 

430 

2.0e-42 

143 

55 

(AF055848) subtilisin-like protease [Arabidopsis thaliana] 
23276 

105282JL.R1040 

pmv700888848.hl 

BLASTX 

g4049341 

146 

2.0e-09 

87 
39 

(AL034567) putative protein [Arabidopsis thaliana] 
23277 

105292_1.R1040 

g5753107 

BLASTX 

g3892057 

4 62 

4.0e-46 

142 
63 

(AC002330) hypothetical protein [Arabidopsis thaliana] 



3700 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23278 

105297J..R1040 

jC-gmle01810070f02al 

BLASTN 

gl69127 

237 

1.0e-130 

475 
88 

Pisum sativum (clone pCLp) nuclear encoded precursor to 
chloroplast protein mRNA, complete cds 



Seq. No. 
Contig ID 
5 '-most EST 



23279 

105312_1.R1040 
has700548176.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



23280 

105314JL.R1040 

pmv700892185.hl 

BLASTX 

g3451060 

117 

1.0e-09 

88 

40 

(AL031326) putative protein [Arabidopsis thaliana] 
23281 

105333_1.R1040 

has700548214.hl 

BLASTX 

g3044214 

502 

9.0e-51 

115 

80 

(AF057044) acyl-CoA oxidase [Arabidopsis thaliana] 
23282 

105333_2.R1040 

jC-gmf!02220090c03dl 

BLASTX 

g3044214 

336 

2.0e-31 

74 

81 

(AF057044) acyl-CoA oxidase [Arabidopsis thaliana] 
23283 

105335JL. R1040 

dpv701099013.hl 

BLASTX 

g4406820 

862 

6.0e-93 



3701 



Match length 208 

% identity 77 

NCBI Description (AC006201) putative ras superfamily member [Arabidopsis 
thaliana] 

Seq. No. 23284 

Contig ID 105336_1.R1040 

5" -most EST has700548217 . hi 

Method BLASTX 

NCBI GI g3549626 

BLAST score 153 

E value 5.0e-10 

Match length 114 

% identity 36 

NCBI Description (AJ009696) wall-associated kinase 1 [Arabidopsis thaliana] 



Seq. No. 


23285 


Contig ID 


105353 1.R1040 


5 '-most EST 


gsv701048201.hl 


Seq. No. 


23286 


Contig ID 


105355 1.R1040 


5 '-most EST 


has700548239.hl 


Seq. No. 


23287 


Contig ID 


105365 1.R1040 


5 '-most EST 


rlr700897165.hl 


Seq. No. 


23288 


Contig ID 


105372 1.R1040 


5' -most EST 


has700548259.hl 


Seq. No. 


23289 


Contig ID 


105373 1.R1040 


5 '-most EST 


zsg701121035.hl 


Seq. No. 


23290 


Contig ID 


105379 1.R1040 


5 '-most EST 


wvk700681131.h2 


Seq. No. 


23291 


Contig ID 


105380 1.R1040 


5' -most EST 


has700548268.hl 


Seq. No. 


23292 


Contig ID 


105384 1.R1040 


5' -most EST 


ncj700986774.hl 


Seq. No. 


23293 


Contig ID 


105385 1.R1040 


5 '-most EST 


kll701213433.hl 


Seq. No. 


23294 


Contig ID 


105387 1.R1040 


5 '-most EST 


has700548275.hl 


Seq. No. 


23295 



3702 



Pont* i n TH 


1 flS^QO 1 R1 040 


5' -most EST 


has700548278.hl 


Seq. No. 


23296 


Contig ID 


105393 1.R1040 


5' -most EST 


has700548281.hl 


Seq. No. 


23297 


Contig ID 


105398 1.R1040 


5' -most EST 


pmv700890363.hl 


Method 


BLASTX 


NCBI GI 


g2529677 




u y 


E value 


2.0e-45 


Match length 


137 


% identity 


66 


NCBI Description 


(AC002535) kinesin-like protein, heavy chain [Arabidops 




thaliana] 


Seq* No. 


23298 


Contig ID 


105400 1.R1040 


5 '-most EST 


sat701014979.hl 


Method 


BLASTX 




yj -?*f _L_£ o y 


BLAST score 


400 


E value 


4.0e-39 


Match length 


100 


^> jLLieii l J. uy 




NCBI Description 


(AF018093) similarity to SCAMP37 [Pisum sativum] 


Seq. No. 


23299 


Contig ID 


105401 1.R1040 


5' -most EST 


g4437105 


Seq. No. 


23300 


Contig ID 


105405 1.R1040 


5' -most EST 


fC-gmse700672216yl 


Method 


BLASTX 


NCBI GI 


gl350783 


BLAST score 


364 


E value 


1.0e-34 


Match length 


140 


% identity 


54 


WLDJL L/tJ O X. L J_U.II 


"RFrFPTDR— T TKV PRnTFTW KTMA^fT' S PRFPHR^OR 
rviii^ILii: 1 kJi\ JjXIXd XT L\\J X Hi ± IN rvX LNrlOJli O JTIMLOUrvO \Jl\ 




>gi__282883 pir S27756 receptor-like protein kinase 




precursor - Arabidopsis thaliana >gi_166850 (M84 660) 




receptor-like protein kinase [Arabidopsis thaliana] 




>gi_2842492_emb_CAA1688 9_ (AL02174 9) receptor-like prot 




kinase 5 precursor (RLK5) [Arabidopsis thaliana] 


Seq. No. 


23301 


Contig ID 


105411 1.R1040 


5' -most EST 


zhf700952313.hl 


Method 


BLASTX 


NCBI GI 


g3913425 


BLAST score 


408 


E value 


8.0e-40 



3703 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



134 
62 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_2275203 (AC002337) RNA helicase isolog 
[Arabidopsis thaliana] 

23302 

105416JL.R1040 
trc700561116.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



23303 

105430_1.R1040 

zsg701118678.hl 

BLASTX 

g3668089 

651 

5.0e-68 

197 

64 

(AC004667) unknown protein [Arabidopsis thaliana] 
23304 

105436JL.R1040 

trc700561141.hl 

BLASTX 

g3953603 

150 

7.0e-10 

51 
67 

(AB0084 90) response regulator 7 [Arabidopsis thaliana] 
23305 

105437JL.R1040 
trc700561142.hl 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



23306 

105438_1.R1040 
vzy7G0752065.hl 

23307 

105447_1.R1040 

trc700561158.hl 

BLASTX 

g3885344 

149 

7.0e-10 

74 
45 

(AC005623) unknown protein [Arabidopsis thaliana] 
>gi_4557057_gb_AAD22497.1_AC007154_l (AC007154) unknown 
protein [Arabidopsis thaliana] 

23308 

105452_1.R1040 

trc700561164.hl 

BLASTX 



3704 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3786016 
230 

7.0e-19 

117 

49 

(AC0054 99) putative elongation factor [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23309 

105453J..R1040 

fC-gmro700561167al 

BLASTX 

g4097522 

498 

3.0e-50 

168 

56 

(U63534) 
ananassa] 



cinnamyl alcohol dehydrogenase [Fragaria x 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



23310 

105465JL.R104Q 

wvk700684224.hl 

BLASTX 

g3924613 

366 

1.0e-34 

308 

35 

(AF069442) hypothetical protein [Arabidopsis thaliana] 
>gi_4263512_gb_AAD15338_ (AC004044) hypothetical protein 
[Arabidopsis thaliana] 

23311 

105476JL.R1040 
pcp700993617.hl 

23312 

105484JL.R1040 
trc700561209.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



23313 

105488_1.R1040 
trc700561214.hl 



Seq. No. 

Contig ID 
5 '-most EST 



23314 

105490JL.R1040 
trc700564676.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



23315 

105492JL.R1040 

trc700561223.hl 

BLASTX 

g2894607 

302 

2.0e-27 
90 



3705 



CI 



% identity 


58 


NCBI Description 


(AL021889) NAM (no apical meristem) - like protein 




[Arabidopsis thaliana] 


Seq, No. 


23316 


Contig ID 


105497 1.R1040 


5' -most EST 


kll701208084.hl 


Method 


BLASTX 




y z. * jiii 


BLAST score 


184 


E value 


2.0e-13 


Match length 


125 


% identity 


39 


NCBI Description 


(AC002337) RNA helicase isolog [Arabidopsis thaliana] 


Seq. No. 


23317 


Contig ID 


105514 1.R1040 


5 '-most EST 


jC-gmro02800040f06al 


Method 


BLASTX 




gjoyo uz o 


BLAST score 


219 


E value 


3.0e-17 


Match length 


164 


% identity 


35 


NCBI Description 


(AF055850) unknown [Arabidopsis thaliana] 


Seq. No. 


23318 


Contig ID 


105524JL.R1040 


5" -most EST 


uC-gmrominsoyl03e02bl 


Method 


BLASTX 


NL-rSl \jL 


gZ4 ozo jz 


BLAST score 


494 


E value 


5.0e-50 


Match length 


132 


% identity 


70 


NCBI Description 


(AF000657) similar to Bacillus CotA [Arabidopsis thaliana 


Seq. No. 


23319 


Contig ID 


105540 1.R1040 


5' -most EST 


jC-gmro02910013d03al 


Method 


BLASTX 




gzz4 ouzu 


BLAST score 


902 


E value 


1.0e-97 


Match length 


222 


% identity 


77 


NCBI Description 


(297341) growth regulator homolog [Arabidopsis thaliana] 


Seq. No. 


23320 


Contig ID 


105551 1.R1040 


5 '-most EST 


ncj700986355.hl 


Method 


BLASTX 


NCBI GI 


gl351722 


BLAST score 


281 


E value 


7.0e-25 


Match length 


142 


% identity 


40 



3706 



NCBI Description 



HYPOTHETICAL 29.7 KD PROTEIN C18G6.06 IN CHROMOSOME I 
>giJ.122371_emb_CAA92386_ (Z68198) hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23321 

105555JL.R1040 

vzy700752235.hl 

BLASTN 

g727263 

40 

3.0e-13 

193 

16 

Phaseolus vulgaris hydroxyproline-rich glycoprotein 
precursor gene, complete cds and promoter region 

23322 

105566_1.R1040 

uC-gmf lminsoy04 6a02bl 

BLASTX 

g2961390 

659 

3.0e-69 

163 

74 

(AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 



23323 

105571__1.R1040 

uC-gmronoir045h08bl 

BLASTX 

gll03318 

436 

1.0e-42 

194 

49 

(X78818) casein kinase I 
>gi_2244791_emb_CAB10213, 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 

1- (Z97336) casein kinase I 



23324 

105575JL.R1040 

smc700747934.hl 

BLASTX 

g2129473 

350 

1.0e-32 

141 

50 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 



Seq. No. 
Contig ID 
5' -most EST 



23325 

105575_2.R1040 
jC-gmst02400023b09al 



3707 



Seq. No. 


23326 


Contig ID 


105578 1.R1040 


5 T -most EST 


fua701041596.hl 


Method 


BLASTX 


MPDT (IT 




BLAST score 


339 


E value 


1.0e-31 


Match length 


143 


^ XLLcIJ. U J- L.y 




NCBI Description 


(AC005896) nodulin-like protein [Arabidopsis thaliana] 


Seq. No. 


23327 


Cr^~r\ H — i rt TO 
K^L/LLX Ly J. U 




5' -most EST 


vwf 70067 9270. hi 


Seq. No. 


23328 






5' -most EST 


trc700561373.hl 


Seq. No. 


23329 


Contig ID 


105608 1.R1040 


5 r -most EST 


trc700561386.hl 


Seq. No. 


23330 


Contig ID 


105612 1.R1040 


5' -most EST 


uC-gmropic068d01bl 


Method 


BLASTX 


NCBI GI 


g417148 


BLAST score 


432 


U 1 T7a 1 1 1 a 
Hi Vd_LU.C 




Match length 


195 


% identity 


47 


NCBI Description 


PROBABLE GLUTATHIONE S-TRANSFERASE {HEAT SHOCK PROTEIN 




(G2-4) >gi 99912 pir A33654 heat shock protein 26A - 




soybean >gi_l 69981 (M20363) Gmhsp26-A [Glycine max] 


Seq. No. 


23331 


Contig ID 


105627 1.R1040 


5 T -most EST 


trc700561416.hl 


Method 


BLASTX 




go / oj jjj 


BLAST score 


274 


E value 


3.0e-24 


Match length 


121 


% identity 


42 


NCBI Description 


(AC004 450) unknown protein [Arabidopsis thaliana] 


Seq. No. 


23332 


Contig ID 


105630 1.R1040 


5' -most EST 


pcp700990540.hl 


Method 


BLASTX 


NCBI GI 


g2781345 


BLAST score 


926 


E value 


1.0e-100 


Match length 


288 


% identity 


66 


NCBI Description 


(AC003113) F2401.2 [Arabidopsis thaliana] 



3708 



Seq. No. 
Contig ID 
5' -most EST 



23333 

105633J..R1040 
trc700561424.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



23334 

105638_I.R1040 

fC-gmle700553960a4 

BLASTX 

gl086263 

214 

4.0e-17 

135 
39 

TMV resistance protein N - tobacco (Nicotiana glutinosa) 
>gi_558887 (U15605) N [Nicotiana glutinosa] 

23335 

105677JL.R1040 
trc700561480.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



23336 

105679JL.R1040 

fua701042080.hl 

BLASTX 

g3451147 

361 

4.0e-34 

104 

61 

(AJ010397) chitinase [Hevea brasiliensis] 
23337 

105695JL.R1040 
trc700561562.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



23338 

105697JL.R1040 

fC-gmse700754533cl 

BLASTX 

g3367568 

340 

1.0e-31 

93 
61 

(AL031135) protein kinase 
thaliana] 

23339 

105733J..R1040 

uC-gmrominsoy2 61dl0bl 

BLASTX 

g4510406 

537 

7.0e-55 

169 

63 



- like protein [Arabidopsis 



3709 



CI 



NCBI Description (AC006587) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



23340 

105758_1.R1040 
trc700563916.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23341 

105760J..R1040 

pxt700946478.hl 

BLASTX 

g3135277 

181 

6.0e-13 

103 

42 

(AC003058) hypothetical protein [Arabidopsis thaliana] 
>gi_419177 6 (AC005917) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 1 -most EST 



23342 

105761_1.R1040 
sat701013353.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



23343 

105767JL.R1040 

jC-gmst02400011g01al 

BLASTX 

g2760839 

457 

1.0e-45 

152 

61 

(AC003105) putative receptor kinase [Arabidopsis thaliana] 
23344 

105768_1.R1040 
trc700561702.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5* -most EST 



23345 

105770JL.R1040 

ncj700978095.hl 

BLASTX 

g4530126 

253 

2.0e-21 

108 

49 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris} 

23346 

105784J..R1040 
djj700605919.h2 

23347 

105792JL.R1Q40 
trc700561744 .hi 



3710 



© 



Method 


BLASTX 




a3080435 


BLAST score 


203 


E value 


3.0e-16 


Match length 


44 


% identity 


82 


NCBI Description 


(AL022605) putative 


Seq. No. 


23348 


Contig ID 


105812 1.R1040 


5' -most EST 


hrw701057721.hl 


Method 


BLASTX 




a2864625 


BLAST score 


418 


E value 


1.0e-40 


Match length 


172 


% identity 


51 


NCBI Description 


(AL021811) putative 


Seq. No. 


23349 


Contig ID 


105813 1.R1040 


5' -most EST 


pxt700945355.hl 


Method 


BLASTX 




y jjy U4 U / 


BLAST score 


1223 


E value 


1.0e-135 


Match length 


365 


% identity 


69 


NCBI Description 


(AC004260) Putative 


Seq. No. 


23350 


Contig ID 


105834 1.R1040 


5 '-most EST 


zhf700962779.hl 


Method 


BLASTX 


MfRT (IT 




BLAST score 


184 


E value 


3.0e-13 


Match length 


83 


% identity 


49 


NCBI Description 


(AC006200) putative 


Seq. No. 


23351 


Contig ID 


105834 2.R1040 


5' -most EST 


dpv701098026.hl 


Method 


BLASTX 


NCBI GI 


g3033400 




i j j 


E value 


2.0e-09 


Match length 


61 


% identity 


48 


NCBI Description 


(AC004238) putative 




thaliana] 


Seq. No. 


23352 


Contig ID 


105844 1.R1040 


5 '-most EST 


trc700561823.hl 



putative protein [Arabidopsis thaliana] 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



putative Ser/Thr protein kinase [Arabidopsis 



3711 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23353 

105869_1.R1040 

sat701011317.hl 

BLASTX 

g4469019 

351 

3.0e-33 

81 

83 

(AL035602) putative protein [Arabidopsis thaliana] 
23354 

105886_1.R1040 

trc700561888.hl 

BLASTX 

g3004556 

267 

1.0e-23 

105 

48 

(AC003673) hypothetical protein [Arabidopsis thaliana] 
23355 

105887JL.R1040 

wrg700788135.hl 

BLASTX 

gl841355 

374 

8.0e-36 
135 

(D85381) cytochrome c oxidase subunit Vb precursor [Oryza 
sativa] 

23356 

105904_1.R1040 

wrg700785990.h2 

BLASTX 

g3859598 

255 

4.0e-22 

45 

98 

(AF104919) contains similarity to Myb DNA-bindmg domains 
(Pfam: PF0024 9, E=3.7e-27 N=3) [Arabidopsis thaliana] 

23357 

105906JL.R1040 

fC-gmro700561916al 

BLASTX 

g3024360 

1228 

1.0e-135 

261 

90 

PHENYLALANINE AMMON I A- LYASE >gi_1276903 (U43338) 
phenylalanine ammonia- lyase [Citrus limon] 



3712 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23358 

105917J..R1040 

trc700561931.hl 

BLASTN 

g310562 

144 

2.0e-75 

275 

89 

Glycine max calmodulin (SCaM-5) 



mRNA, complete cds 



23359 

105922JL.R1040 

jC-gmro02910014hl0al 

BLASTX 

g3341693 

399 

3.0e-38 

280 

42 

(AC003672) unknown protein [Arabidopsis thaliana] 
23360 

105922_2.R1040 

jC-ginle01810G05c07al 

BLASTX 

g3341693 

380 

2.0e-36 

93 

74 

(AC003672) unknown protein [Arabidopsis thaliana] 
23361 

105927JL.R1040 

trc700561942.hl 

BLASTX 

g2462927 

494 

5.0e-50 

126 

71 

(Y10342) putative amidase [Arabidopsis thaliana] 
23362 

105941_1.R1040 

uC-gmropic019f04bl 

BLASTX 

g3927830 

450 

1.0e-44 

175 

36 

(AC005727) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



23363 



3713 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



105942_1.R1040 

trc700561965.hl 

BLASTX 

g2463509 

799 

2.0e-85 

198 

74 

(Y09541) pectate lyase [Zinnia elegans] 
23364 

105946_1.R1040 

g5175408 

BLASTX 

g3935187 

274 

5.0e-24 

71 

72 

(AC004557) F17L21.30 [Arabidopsis thaliana] 
23365 

105965_1.R1040 
trc700561993.hl 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



23366 

105971_1.R1040 

uC- gmr omi n s o y 1 0 5 a 0 6b 1 

23367 

105987_1.R1G40 

rca701001533.hl 

BLASTX 

g4138209 

161 

4.0e-ll 

92 

35 

(AJ223071) serine/threonine kinase protein MSTK2L, long-form 
[Mus musculus] 

23368 

105988JL.R104Q 
txt700736110.hl 



Seq. No. 

Contig ID 
5 '-most EST 



23369 

105988_2.R1040 
trc700562025.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



23370 

105991JL.R1040 
g4397088 

23371 

106Q05J..R1040 

trc700562044.hl 

BLASTX 



3714 



II 



NCBI GI 


g3426036 


BLAST score 


190 


E value 


1.0e-14 


Match length 


100 


% identity 


45 


NCBI Description 


(AC005168) unknown protein 


Seq. No. 


23372 


Contig ID 


106018 1.R1040 


5' -most EST 


zzp700834039.hl 


Seq. No. 


23373 


Contig ID 


106018 2.R1040 


5' -most EST 


asn701140756.hl 


Seq. No. 


23374 


Contig ID 


106020 1.R1040 


5 '-most EST 


jC-gmst02400065e08dl 


Seq. No. 


23375 


Contig ID 


106041 1.R1040 


5' -most EST 


hrw701063558.hl 


Method 


BLASTX 


NCBI GI 


a3894387 


BLAST score 


331 


E value 


1.0e-30 


Match length 


203 


% identity 


3 


NCBI Description 


(AF053995) Hcr2-0B [Lycoper 


Seq. No. 


23376 


Contig ID 


106051 1.R1040 


5' -most EST 


trc700562103.hl 


Method 


BLASTX 


NCBI GI 


gl905924 


BLAST score 


267 


E value 


4.0e-23 


Match length 


112 


% identitv 


43 


NCBI Description 


(L77890) DNA repair protein 


Seq. No. 


23377 






5 1 -most EST 


jC-gmfl02220G86c05al 


Seq. No. 


23378 


Contig ID 


106061 1.R1040 


5' -most EST 


trc700562119.hl 


Seq. No. 


23379 


Contig ID 


106066 1.R1040 


5' -most EST 


trc700562174.hl 


Method 


BLASTX 


NCBI GI 


g3805962 


BLAST score 


208 


E value 


8.0e-17 


Match length 


85 



[Homo sapiens] 



3715 



€1 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 

(Y13772) laccase [Populus balsamifera subsp. trichocarpa] 
23380 

106069JL.R1040 

ncj700977134.hl 

BLASTX 

g3850108 

409 

5.0e-43 

168 

54 

(AL033388) putative calcium-transporting atpase 
[Schizosaccharomyces pombe] 

23381 

106083JL.R1040 

kll701214047.hl 

BLASTX 

g2244781 

289 

8.0e-26 

93 

30 

(Z97335) hypothetical protein [Arabidopsis thaliana] 
23382 

106086JL.R1040 
wrg700786908.h2 

23383 

106097JL.R1040 

rrt700646012.hl 

BLASTX 

g3249064 

377 

8.0e-42 

131 

71 

(AC004473) Strong similarity to trehalose-6-phosphate 
synthase homolog gb_2245136 from A* thaliana chromosome 4 
contig gb_Z97344. [Arabidopsis thaliana] 

23384 

106130JL.R1040 

uC-gmropic072hllbl 

BLASTX 

g3548802 

378 

3,0e-36 

178 

45 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_43357 69__gb_AADI7446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 



Seq. No. 



23385 



3716 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



106140_1.R1040 

hrw701060269.hl 

BLASTX 

g3319884 

244 

6.0e-21 

65 

32 

(AJ224306) PRT1 [Arabidopsis thaliana] 

>gi_3319886_emb_CAA11892_ (AJ224307) PRT1 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



23386 

106156_1.R1040 

trc700562244.hl 

BLASTX 

g3249064 

172 

4.0e-12 

53 
64 

(AC004473) Strong similarity to trehalose- 6-phosphate 
synthase homolog gb_2245136 from A. thaliana chromosome 4 
contig gb_Z97344. [Arabidopsis thaliana] 

23387 

106169_1.R1040 

trc700562262.hl 

BLASTX 

g3249070 

228 

5.0e-19 

102 

59 

(AC004473) Contains similarity to siah binding protein 1 
(SiahBPl) gb_U51586 from Homo sapiens. ESTs gb_T43314, 
gb_T43315 and gb_R90521, gb_T75905 [Arabidopsis thaliana] 

23388 

106170J..R1040 
trc700562268.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23389 

106173_1.R1040 

bth700846064.hl 

BLASTX 

g4263791 

197 

6.0e-15 

65 

55 

(AC006068) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



23390 

106173_2,R1040 
xzm700763885.hl 



3717 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23391 

106193_1.R1040 

trc700562290.hl 

BLASTX 

g3169059 

477 

5.0e-48 

146 

66 

(ALG23704) weak similarity to B.subtilis spore outgrowth 
factor B [Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5' -most EST 



23392 

106230JL.R1040 
leu701153172.hl 



Seq. No. 
Contig ID 
5 '-most EST 



23393 

106245_1.R1040 
g5676900 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23394 

106257_2.R1040 

hrw701059688.hl 

BLASTX 

g3924597 

143 

5.0e-09 

61 

46 

(AF069442) putative oxidoreductase [Arabidopsis thaiiana] 



Seq. No. 
Contig ID 
5' -most EST 



23395 

106266JL.R1040 
trc700562644.hl 



Seq. No. 
Contig ID 
5' -most EST 



23396 

106270JL.R1040 
trc7Q0562426.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23397 

106276JL.R1040 

jC-gmfl02220073c09al 

BLASTX 

g4510395 

168 

2.0e-ll 

56 

61 

(AC006587) putative beta-galactosidase precursor 
[Arabidopsis thaiiana] 



Seq. No. 

Contig ID 
5' -mo st EST 
Method 
NCBI GI 



23398 

106280_1.R1040 
rlr700898360.hl 
BLASTX 
g2623199 



3718 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



765 

2.0e-81 

153 
91 

(AF030290) protein phosphatase X isoform 2 [Arabidopsis 
thaliana] 



23399 

106283J..R1040 

g5342400 
BLASTX 
g3559816 
642 

4.0e-67 

194 

62 

(Y15782) transketolase 



2 [Capsicum annuum] 



23400 

106289JL.R104G 
jC-gmle01810033d01dl 

23401 

106291JL.R1040 

jex700909815.hl 

BLASTN 

g22379 

48 

5.0e-18 

133 

88 

Z.mays mRNA for CAAT-box DNA binding protein subunit B 
(NF-YB) 

23402 

106306_1.R1040 

g4405724 

BLASTX 

g3513727 

508 

1.0e-51 

163 

61 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2 .hirari, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 

23403 

106317JL.R1040 

wrg700787054.h2 

BLASTX 

gl871187 

189 

7.0e-14 
74 
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% identity 


oi 


NCBI Description 


(U90439) unknown protein [Arabidopsis thaliana] 


Seq. No. 


23404 


Contxg ID 


lUoJiy 1.R1U4U 


5' -most EST 


vzy700754560.hl 


Seq. No. 


23405 


Contig ID 


106324 1.R1040 


5' -most EST 


trc700562575.hl 


Seq. No. 


23406 


Contig ID 


106327 1.R1040 


5 f -most EST 


trc700562580.hl 


Method 


BLASTX 


TVTIT2T r' T 


go 


BLAST score 


453 


E value 


5.0e-45 


Match length 


123 


% identity 


65 


NCBI Description 


(U13940) cysteine proteinase [Alnus glutinosa] 


Seq. No. 


23407 


Contig ID 


106329 1.R1040 


5 1 -most EST 


trc700562583.hl 


Method 


BLASTX 




goy^ /ojU 


BLAST score 


327 


E value 


1.0e-30 


Match length 


112 


% identity 


28 


NCBI Description 


(AC005727) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


23408 


Contig ID 


106342 1.R1040 


5' -most EST 


trc700562608.hl 


Seq. No. 


23409 


Contig ID 


106348 1.R1040 


5' -most EST 


ncj700975290.hl 


Method 


BLASTX 


NCBI GI 


g3128210 


BLAST score 


279 


E value 


z . 0e-2o 


Match length 


126 


% identity 


62 


NCBI Description 


(AC004077) putative cytochrome P450 protein [Arabidops 




thaliana] >gi_3337378 (AC004481) putative cytochrome P 




protein [Arabidopsis thaliana] 


Seq. No. 


23410 


Contig ID 


106351 1.R1040 


5 T -most EST 


leu701153538.hl 


Method 


BLASTX 


NCBI GI 


g2146732 


BLAST score 


730 


E value 


2.0e-77 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



192 
31 

FK506-binding protein - Arabidopsis thaliana >gi_1373396 
(U57838) rofl [Arabidopsis thaliana] 

23411 

106404JL.R1040 
sat701008864.hl 



Seq. No. 
Contig ID 
5' -most EST 



23412 

106405JL.R1040 
trc700562744.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



23413 

106411_1.R1040 

hrw701062918.hl 

BLASTX 

g4204285 

348 

8.0e-33 

142 

54 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

23414 

106414_1.R1040 

seb700651545.hl 

BLASTX 

g3236238 

521 

1.0e-52 

248 
52 

(AC004684) putative ARF1 GTPase activating protein 
[Arabidopsis thaliana] >gi_4519792_dbj_BAA75744 . 1_ 
(AB017876) Aspl [Arabidopsis thaliana] 

23415 

1Q6414_4.R1040 
zsg701130171.hl 

23416 

106423JL.R1040 

uC-gmrominsoy079f 03bl 

BLASTX 

g3894168 

259 

4.0e-22 

139 

40 

(AC005312) 
thaliana] 



similar to phloem-specific lectin [Arabidopsis 



23417 

106429JL.R1040 
xpa700795217.hl 



3721 



€1 



Seq. No. 


23418 


Contig ID 


106429_2.R1040 


5 '-most EST 


uC-gmrominsoyl 2 7 f 0 4bl 


Seq. No. 


23419 


Contig ID 


106435 1.R1040 


5' -most EST 


jC-gmro02910013clldl 


Seq. No. 


23420 


Contig ID 


106437_1.R1040 


5 '-most EST 


uC-gmrominsoy27€h02bl 


Method 


BLASTX 


NCBI GI 


g576509 


BLAST score 


441 


E value 


2.0e-43 


Match length 


240 


% identity 


40 


NCBI Description 


(L36857) GTP-binding protein [Pisum sativum 


Seq. No. 


23421 


Contig ID 


106444 1.R1040 


5 '-most EST 


pxt700943655.hl 


Method 


BLASTN 


NCBI GI 


g310577 


BLAST score 


183 


E value 


3. 0e-98 


Match length 


395 


% identity 


87 


NCBI Description 


Glycine max nodulin-26 inRNA, complete cds 


Seq. No. 


23422 


Contig ID 


106458 1.R1040 


5' -most EST 


trc700562826.hl 


Method 


BLASTX 


NCBI GI 


g4063744 


BLAST score 


141 


E value 


6.0e-09 


Match length 


62 


% identity 


47 


NCBI Description 


(AC005851) hypothetical protein [Arabidopsi 


Seq. No. 


23423 


Contig ID 


106472 1.R1040 


5 '-most EST 


trc700562848.hl 


Seq. No. 


23424 


Contig ID 


106490 1.R1040 


5 '-most EST 


sat701003446.hl 


Method 


BLASTX 


NCBI GI 


g4309730 


BLAST score 


280 


E value 


8.0e-25 


Match length 


90 


% identity 


58 


NCBI Description 


(AC006439) putative lipid transfer protein 




thaliana] 



3722 



O • LN (J • 




Contig ID 


106496 1.R1040 


5' -most EST 


zzp700832018.hl 


Seq. No. 


23426 


Contig ID 


106500 1.R1040 


5 '-most EST 


trc700562384.hl 


Seq. No. 


23427 


Contig ID 


106501 1.R1040 


5' -most EST 


sat701002748.h2 


He L. i, 




NCBI GI 


g2832660 


BLAST score 


286 


E value 


1.0e-30 


Match length 


132 


% identity 


58 


NCBI Description 


(AL021710) lipas 


Seq. No. 


23428 


Contig ID 


106512 1.R1040 


5' -most EST 


trc700562909.hl 




JDJ-LTiO iA 


NCBI GI 


g3250675 


BLAST score 


519 


E value 


1.0e-52 


Match length 




% identity 


54 


NCBI Description 


(AL024486) putat 


oeq. jno. 


0 1 A 0 Q 


Contig ID 


106522 1.R1040 


5' -most EST 


g5509495 


Q^rr "Mrs 


Z o ft o U 


Contig ID 


106522 2.R1040 


5' -most EST 


g4277022 


Seq. No. 


23431 


Contig ID 


106522 3.RI040 


5 '-most EST 


g5607169 


Seq. No. 


23432 


Contig ID 


106522 4.R1040 


5 '-most EST 


sat701012252.hl 


Method 


BLASTX 


NCBI GI 


g4249384 


BLAST score 


335 


E value 


2.0e-31 


Match length 


126 


% identity 


47 


NCBI Description 


(AC005966) Simil 



Seq. No. 



protein from Arabidopsis thaliana BAC gb_AC0Q5896. 
[Arabidopsis thaliana] 

23433 



3723 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



106530_1.R1040 

uC-gmf lminsoy 05 7 e 1 Obi 

BLASTX 

g2618698 

375 

1.0e-36 

143 
57 

(AC002510) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23434 

106537JL.R1040 

trc700562942.hl 

BLASTX 

gl737490 

275 

2.0e-24 

102 

46 

(U81006) p76 [Homo sapiens] 



Seq. No. 
Contig ID 
5' -most EST 



23435 

106572JL.R1040 
bth700848328.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23436 

106581_1.R1040 

uC-gmrominsoy071allbl 

BLASTX 

g4580464 

167 

2.0e-ll 

144 
45 

{ACO 06081) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



23437 

106585_1.R1040 
leu701156439.hl 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23438 

106592_1.R1040 

trc700563022.hl 

BLASTX 

g3805964 

505 

5.0e-51 

106 

80 

(Y13773) laccase [Populus balsamif era subsp. 



trichocarpa] 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 



23439 

106594JL.R1040 

zhf700959895.hl 

BLASTN 

g2330650 

108 
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CI 



E value 


1.0e-53 


Match length 


459 


% identity 


59 


NCBI Description 


Pisum sativum mRNA for topoisomerase II 


Seq. No. 


23440 


Contig ID 


106595 1.R1040 


5 '-most EST 


trc700563026.hl 


Method 


BLASTX 


NCBI GI 


g2213601 


BLAST score 


168 


E value 


9.0e-12 


Match length 


127 


% i Hpnt" i t v 


36 


NCBI Description 


(AC000348) T7N9.21 [Arabidopsis thaliana] 


Seq. No. 


23441 


Contia ID 


106608 1 R1040 


5 T -most EST 


trc700563046.hl 


Seq. No. 


23442 


Contig ID 


106610 1.R1040 


5 1 -most EST 


gsv701054916.hl 


Seq. No. 


23443 


Contig ID 


106614 1.R1040 


5 T -most EST 


dpv701099569.hl 


Method 


BLASTX 


NCBI GI 


a4455287 


BLAST score 


404 


E value 


5.0e-39 


Match length 


140 


% identity 


56 


NCBI Description 


(AL035527) putative protein [Arabidopsis thai 


Seq. No. 


23444 


Contig ID 


106619 1.R1040 


5' -most EST 


trc700563063.hl 


Method 


BLASTN 


NCBI GI 


g!885382 


BLAST score 


117 


E value 


4.0e-59 


Match length 


349 


% identity 


83 


NCBI Description 


Arabidopsis thaliana phospholipase D (PLDbeta 




complete cds 


Seq. No. 


23445 


Contig ID 


106626 1.R1040 


5 '-most EST 


trc700563074.hl 


Method 


BLASTX 


NCBI GI 


g4454050 


BLAST score 


396 


E value 


4.0e-38 


Match length 


188 


% identity 


44 



mRNA, 



NCBI Description (AL035394) putative protein [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23446 

106626_2.R1040 

xpa700794665.hl 

BLASTX 

g4454050 

120 

3.0e-12 

50 
74 

(AL035394) putative protein [Arabidopsis thaliana] 
23447 

106641JL.R1040 

trc700563094.hl 

BLASTX 

g4490756 

406 

2.0e-39 

156 

54 

(AL035708) hypothetical protein [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23448 

106660_1.R1040 

trc700563124.hl 

BLASTX 

g2911080 

164 

3.0e-ll 

138 

26 

(AL021960) receptor kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23449 

106665J..R1040 

sat701012474.hl 

BLASTX 

gll66450 

366 

6.0e-35 

81 

80 

(X95262) Tfm5 [Lycopersicon esculentum] 
23450 

106667J..R1040 

leu701151261.hl 

BLASTX 

gl421730 

298 

6.0e-27 

95 

58 

(U43082) RF2 [Zea mays] 



3726 



Seq. No. 


23451 


Contig ID 


106667 2.R1040 


5 1 -most EST 


trc700564801.hl 


Method 


BLASTX 




CT i 743354 


BLAST score 


163 


E value 


2.0e-Il 


Match length 


52 






NCBI Description 


(Y09876) aldehyde 


Seq. No. 


23452 


Contig ID 


106682 1.R1040 


5 T -most EST 


art700605355.h2 


Seq. No. 


23453 


Contig ID 


106685 1.R1040 


5 1 -most EST 


crh700851695.hl 


Method 


BLASTN 


NCBI GI 


g3402278 


DhAo i score 




E value 


2.0e-18 


Match length 


101 


% identity 


87 


NCBI Description 


Solanuiti tuberosum ] 




channel 


Seq. No. 


23454 


Contig ID 


106685 2.R1040 


5 1 -most EST 


trc700563359.hl 


Seq. No. 


23455 


Contig ID 


106688JL.R1040 


5 1 -most EST 


uC-gmropic061allbl 


Method 


BLASTX 


NCBI GI 


g3721540 


BLAST score 


446 


E value 


4.0e-44 


Match length 


155 


% identity 


63 



(NAQsH) [Nicotiana tabacum] 



NCBI Description 



(D83583) Sulfite Reductase [Nicotiana tabacum] 
>gi_3738234_dbj_BAA33796_ (AB010717) sulfite reductase 
[Nicotiana tabacum] 



Seq. No. 
Contig ID 
5' -most EST 



23456 

106688_2.R1040 
rry700808444.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



23457 

106695_1.R1040 

crh700851773.hl 

BLASTX 

gl723761 

250 

1.0e-21 

97 

48 
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NCBI Description 



HYPOTHETICAL 86.6 KD PROTEIN IN PFK1-TDS4 INTERGENIC REGION 

>gi_2132628_pir S64571 probable membrane protein YGR245c - 

yeast (Saccharomyces cerevisiae) >gi_1323444_emb_CAA97274_ 
(Z73030) ORF YGR245c [Saccharomyces cerevisiae] 
>gi_1702955_emb_CAA68967_ (Y07703) unknown ORF 
[Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 
5 T -most EST 



23458 

106714_1.R1040 
pxt700943072.hl 



Seq. No. 

Contig ID 

5'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23459 

106738J..R1040 

trc700567566.hl 

BLASTX 

gll84075 

268 

1.0e-23 

125 
2 

(U42444) Cf-2.1 [Lycopersicon pimpinellifolium] 

>gi_1587 673jprf 2207203A Cf-2 gene [Lycopersicon 

esculent urn] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23460 

106739JL.R1040 

uC-gmr omins oyO 3 Ohl Obi 

BLASTX 

g2245005 

665 

1.0e-69 

191 
34 

(297341) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5* -most EST 



23461 

106752JL.R104Q 
trc700563287.hl 



Seq. No. 
Contig ID 
5 '-most EST 



23462 

106757_1.R1040 
jC-gmst02400051c08dl 



Seq. No. 
Contig ID 
5 f -most EST 



23463 

106757_2.R1040 
jC-gmst02400061bl2dl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23464 

106808JL.R1040 

trc700563375.hl 

BLASTN 

g4388705 

33 

4.0e-09 

37 

97 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 



3728 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence [Arabidopsis thaliana] 
23465 

106809JL.R1040 

asn701136011.hl 

BLASTX 

g2367431 

128 

2.0e-16 

57 

79 

(AF000403) putative cytochrome P450 [Lotus japonicus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23466 

106810J..R1040 

zvj700605184.h2 

BLASTX 

g3850568 

456 

9.0e-46 

106 

83 

(AC005278) Similar to hypothetical protein SPAC2F7.14c 
gi_1052797 from Schizosaccharomyces pombe cosmid gb_Z50142, 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



23467 

106819JL.R1040 

trc700563391.hl 

BLASTX 

gl705765 

161 

5.0e-ll 

87 

43 

CFXQ PROTEIN HOMOLOG >gi_214754 9j?ir S7314 9 hypothetical 

protein 301 - Porphyra purpurea chloroplast >gi_127 6694 
{U38804) ORF301 [Porphyra purpurea] 

23468 

106838J..R1040 

trc700563433.hl 

BLASTX 

g4538905 

4 64 

1.0e-46 

101 

82 

(AL049482) putative protein [Arabidopsis thaliana] 
23469 

106853JL.R1040 

kll701206721.hl 

BLASTX 

g2935525 

482 

1.0e-48 



3729 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



134 

66 ' 

(AF049067) cytochrome P450 [Pinus radiata] 



23470 

106866JL.R1040 
trc700563485.hl 



Seq, No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23471 

106873J..R1040 

tfc700563502.hl 

BLASTX 

g3249072 

166 

1.0e-ll 

75 

44 

(AC004473) Contains similarity to hypothetical 43.1 KD 
protein in NDK-GCPE intergenic region gb_4 93519 from E. 
coli sequence gb_U02965. [Arabidopsis thaliana] 

23472 

106884J..R1040 

sat701008501.hl 

BLASTX 

g4220461 

158 

2.0e-10 

95 
41 

(AC006216) ESTs gb_T75642 and gb_AA650997 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



23473 

106889JL.R1040 
trc700563521.hl 



Seq. No. 
Contig ID 
5 '-most EST 



23474 

106894J..R1040 
trc700563526.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Contig ID 
5 '-most EST 
Method 



23475 

106898_1.R1040 

jC-gmfl02220112g09dl 

BLASTX 

g4510395 

663 

l.Qe-86 

190 
80 

(AC006587) putative beta-galactosidase precursor 
[Arabidopsis thaliana] 

23476 

106903JL.R1040 

hyd700728730.hl 

BLASTX 



3730 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g584862 
157 

1.0e-10 

55 

53 

CYTOCHROME P450 71A3 (CYPLXXIA3) (P-450EG3) 

>gi_480397_pir S36807 cytochrome P450 71A3 - eggplant 

(fragment) >gi_408142_emb_CAA50313_ (X70982) P450 
hydroxylase [Solanum melongena] 



Seq. No. 

Contig ID 
5 '-most EST 



23477 

106921JL.R1040 
trc700563566.hl 



Seq. No. 
Contig ID 
5' -most EST 



23478 

106924_1.R1040 
xpa700793071.hl 



Seq. No. 

Contig ID 
5 '-most EST 



23479 

106925JL.R1040 
trc700563571.hl 



Seq. No. 
Contig ID 
5' -most EST 



23480 

106931_1.R1040 
epx701105435.hl 



Seq. No. 
Contig ID 
5' -most EST 



23481 

106936JL.R1040 
jC-gmfl02220103c05dl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23482 

106953J..R1040 

rca700999864.hl 

BLASTX 

gl669593 

152 

9.0e-10 

86 

42 

(D88743) AR781 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23483 

106961JL.R1040 

pxt700942721.hl 

BLASTX 

g4580396 

247 

1.0e-20 

71 

63 

(AC007171) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



23484 

106961_2.R1040 
leu701157342.hl 



Seq. No. 



23485 



3731 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



106964_1.R1040 

trc700563624.hl 

BLASTX 

g2443357 

401 

4.0e-39 

98 

76 

(AB004293) SigB [Arabidopsis thaliana] 
>gi_2597831_emb_CAA75584_ (Y15362) sigma factor 
[Arabidopsis thaliana] >gi_287 9922_dbj__BAA24825_ (AB004820) 
plastid RNA polymerase sigma-subunit [Arabidopsis thaliana] 
>gi 3063440 (AC003981) F22013.2 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



23486 

106982JL.R1040 
trc700563646.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23487 

106994JL.R1040 

trc700563662.hl 

BLASTX 

g2980641 

587 

1.0e-60 

132 
50 

(Y11250) multi resistance protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



23488 

107019JL.R1040 
jC-gmfl02220081e07al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23489 

107024J..R1040 

dpv701096940.hl 

BLASTX 

gl786134 

152 

3.0e-10 

68 
54 

(AB000451) PEThy;ZPT2-5 



[Petunia x hybrida] 



Seq. No. 
Contig ID 
5' -most EST 



23490 

107025J..R1040 
trc700567190.hl 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



23491 

107030JL.R1040 

trc700563716.hl 

BLASTX 

g3582333 

332 

1.0e-30 

203 
34 



3732 



CI 



NCBI Description (AC005496) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23492 

107035_1.R1040 

gsv701054350.hl 

BLASTX 

g2465923 

230 

2.0e-19 

72 
61 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



23493 

107039J..R1040 
fua701037449.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23494 

107040J..R1040 

trc700565059.hl 

BLASTX 

g2842493 

299 

4.0e-32 

89 

79 

(AL021749) predicted protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



23495 

107046JL.R1040 
rca700999589.hl 



Seq. No. 
Contig ID 
5' -most EST 



23496 

107046_3.R1040 
dpv701102788.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23497 

107048_1.R1040 

zzp700832249.hl 

BLASTX 

gl001252 

316 

1.0e-28 

285 

31 

(D64003) cytochrome P450 [Synechocystis sp.] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



23498 

107055JL.R1040 

trc700563760.hl 

BLASTX 

g3024362 

573 

4.0e-59 

128 

85 



3733 



NCBI Description 



PHENYLALANINE AMMONIA- LYASE G2B >gi_2118317_pir S60042 

phenylalanine ammonia- lyase (EC 4.3.1.5) 2b - Japanese 
aspen x large-toothed aspen >gi_1109641 - dbj_BAA07860_ 
(D43802) phenylalanine ammonia -lyase [Populus 
kitakamiensis ] 



Seq. No. 
Contig ID 
5" -most EST 



23499 

107065J..R1040 
trc700563779.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23500 

107070JL.R1040 

gsv701050605.hl 

BLASTX 

g2213922 

167 

2-0e-ll 

80 
44 

(AF005043) poly (ADP-ribose) glycohydrolase [Homo sapiens] 
>gi_4505609_ref__NP_003622.1_pPARG_ poly (ADP-ribose) 
glycohydrolase 



Seq. No. 
Contig ID 
5 '-most EST 



23501 

107078JL.R1040 
trc700563802.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23502 

107085_1.R1040 

fua701039428.hl 

BLASTX 

g3249068 

208 

4.0e-21 

152 
43 

(AC004473) Contains similarity to zinc-binding protein 
(PWA33) gb__L04190 from Pleurodeles waltlii- [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



23503 

107097JL.R1040 
jsh701065258.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23504 

107106JL.R1040 

uC-gmrominsoy055a05bl 

BLASTX 

g728905 

244 

7.0e-21 

80 
57 

PROBABLE CALCIUM-TRANSPORTING AT PAS E 3 (ENDOPLASMIC 

RETICULUM CA2+-ATPASE) >gi_1078206_pir S51995 probable 

ATPase (EC 3.6.1.-) DRS2 - yeast (Saccharomyces cerevisiae) 
>gi_171114 (L01795) ATPase [Saccharomyces cerevisiae] 



3734 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



>gi_595560 (U12980) Drs2p: Membrane spanning 

Ca-ATPase (P-type) , member of the cation transport (E1-E2) 

ATPase [Saccharomyces cerevisiae] 

23505 

107107_1.R1040 

fC-gmro700563838f2 

BLASTX 

g4262167 

371 

2.0e-39 

140 

62 

(AC005275) putative LRR receptor-linked protein kinase 
[Arabidopsis thaliana] 

23506 

107113JL.R1040 

uC-gmropic068g01bl 

BLASTX 

g4539389 

446 

7.0e-44 

125 
71 

(AL035526) putative protein kinase [Arabidopsis thaliana] 
23507 

107166JL.R1040 
hrw701058009.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



23508 

107168JL.R1040 

rca700999741.hl 

BLASTX 

g2842490 

589 

9.0e-61 

199 

47 

(AL021749) heat-shock protein 



23509 

107174JL.R1Q40 

trc700563948.hl 

BLASTX 

g4539335 

530 

5.0e-54 

152 

58 

(AL035539) putative protein 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



23510 

107177J..R1040 
fC-gmfl700904718f4 



3735 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23511 

107188JL.R1040 
uC-gmropic062g07bl 

23512 

107195JL.R1Q40 

trc700563989.hl 

BLASTX 

g2909781 

372 

6.0e-36 

98 

78 

(AF020288) MgATP-energized glutathione S-conjugate pump 
[Arabidopsis thaliana] 

23513 

107197JL.R1040 

trc700563994.hl 

BLASTX 

gl946361 

254 

9.0e-22 

80 

61 

(U93215) C3HC4 zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 



23514 

107198JL.R1040 

trc700563995.hl 

BLASTX 

g2245020 

361 

2.0e-34 

86 

83 

(297341) growth regulator homo log 



[Arabidopsis thaliana] 



23515 

107202_1.R1040 
jC-gmle01810092f09dl 

23516 

107208JL.R1040 

pmv700890185.hl 

BLASTX 

g3738297 

231 

1.0e-38 

145 
42 

(AC005309) unknown protein [Arabidopsis thaliana] 
23517 

107214JL.R1040 
smc700745982.hl 



3736 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 



BLASTX 

gl00226 

298 

5.0e-27 

145 

42 

hypothetical protein - tomato >gi_19275_emb_CAA78112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619jprf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 

23518 

107218_1.R1040 
fC-gmse700832291dl 

23519 

107227JLR1040 
jC-gmle01810084e06al 

23520 

107231_1.R1040 

trc700566250.hl 

BLASTX 

g3746060 

147 

1.0e-09 

30 

83 

(AC005311) unknown protein [Arabidopsis thaliana] 
23521 

107231_2.R1040 

gsv701056479.hl 

BLASTX 

g3746060 

210 

6.0e-17 

50 

78 

(AC005311) unknown protein [Arabidopsis thaliana] 
23522 

10724QJ..R1040 
leu701147445.hl 



Seq. No. 
Contig ID 
5 '-most EST 



23523 

107240_2.R1040 
trc700564071.hl 



Seq. No. 

Contig ID 
5 1 -most EST 



23524 

107243JL.R1040 
trc700564076.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 



23525 

107244_1.R1040 

zsg701122126.hl 

BLASTX 



3737 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



g3600036 
308 

1.0e-27 

142 

53 

(AF080119) contains similarity to protein kinase domains 
(Pfam: pkinase .hmm, score: 227.04) [Arabidopsis thaliana] 

23526 

107245J..R1040 
trc700564079.hl 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
S'-most EST 



23527 

107256J..R1040 
eep700865724.hl 

23528 

107256_2.R1040 
uC-gmrominsoyO 4 8a0 8bl 

23529 

107284_1.R1040 
trc700564160.hl 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 



23530 

107293JL.R1040 

trc700564896.hl 

BLASTX 

g3193296 

318 

1.0e-29 

98 

62 

(AF069298) similar to pectinesterase 
23531 

107319J..R1040 
trc700564230.hl 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



23532 

107334JL.R1040 

jC-gmst02400027c09al 

BLASTX 

gl!68217 

202 

1.0e-15 

98 

43 

DNA-3-METHYLADENINE GLYCOSIDASE (3-METHYLADENINE-D&A 

GLYCOSYLASE) (TAG) >gi_1074039_pir G64084 

DNA- 3 -methyl adenine glycosidase I (tagl) homolog - 
Haemophilus influenzae (strain Rd KW20) >gi__1573653 
(U32748) DNA-3-methyladenine glycosidase I (tagl) 
[Haemophilus influenzae Rd] 

23533 

107347 1.R1040 



3738 



CI 



5' -most EST 


pcp700993884.hl 


Method 


BLASTX 


NCBI GI 


g98837 






E value 


7.0e-09 


Match length 


90 


% identity 


41 


lN^DX UcoLIiptlUIl 






(M74531) enantiomerase-selective amidase [Rhodococcus 


Seq. No. 


23534 


Contig ID 


107377 2.R1040 


5' -most EST 


trc700564401.hl 


Seq. No. 


23535 


Contig ID 


107391 1.R1040 


5' -most EST 


trc700564472.hl 


Method 


BLASTX 






BLAST score 


492 


E value 


2.0e-49 


Match length 


110 


O lliCllI L Ly 


O D 


NCBI Description 


(AL022223) putative protein [Arabidopsis thaliana] 


Seq. No. 


23536 


uontig xjj 


1U / jyz 1.K1U4U 


5' -most EST 


pxt700943624.hl 


Seq. No. 


23537 


Contig ID 


107402 1.R1040 


5' -most EST 


rlr700901302.hl 


Seq. No. 


23538 


Contig ID 


107417 1.R1040 


5 1 -most EST 


gsv701049292.hl 


Method 


BLASTX 




y ^ZUy<i^D 


BLAST score 


463 


E value 


5.0e-46 


Match length 


158 


% identity 




NCBI Description 


(Y13861) enoyl-ACP reductase [Nicotiana tabacum] 


Seq. No. 


23539 


uonrig id 




5 f -most EST 


fua701038793.hl 


Seq. No. 


23540 


Contig ID 


107435 1.R1040 


5' -most EST 


trc700564633.hl 


Seq. No. 


23541 


Contig ID 


107467 1.R1040 


5' -most EST 


ncj700980474.hl 


Method 


BLASTX 


NCBI GI 


g4160300 



3739 



BLAST score 


280 


E value 


3.0e-25 


Match length 


91 


% identity 


55 


NCBI Description 


(AJ011893) cyclin D3.1 protein [Nicotiana tabacum] 


Seq. No. 


23542 


Contig ID 


107475 1.R1040 


5' -most EST 


uC-gmrominsoyl73el2bl 


Seq. No. 


23543 


Contig ID 


107475 2.R1040 


5' -most EST 


uC~gmrominsoy241a02bl 


Seq. No. 


23544 


Contig ID 


107497 1.R1040 


5 '-most EST 


jC-gmfI02220143b07al 


Seq. No. 


23545 


Contig ID 


107497 2.R1040 


5' -most EST 


gsv701053604.hl 


Seq. No. 


23546 


Contig ID 


107498 1.R1040 


5 '-most EST 


trc700564773.hl 


Method 


BLASTX 


NCBI GI 


g2832408 




r± \J \J 


E value 


3.0e-39 


Match length 


74 


% identity 


95 




fY14?0Q^ RPR*^— MYR 1-ran <?pr i nt i on fart nr rArahi Hnn^i 




thaliana] 


Seq. No. 


23547 


Contig ID 


107509 1.R1040 


5' -most EST 


rlr700902295.hl 


Seq. No. 


23548 


Contig ID 


107510 1.R1040 


5 '-most EST 


crh700853065.hl 


Method 


BLASTX 


NCBI GI 


a3820531 


BLAST score 


465 


E value 


2.0e-46 


Match length 


149 


% identity 


58 


NCBI Description 


(AF072736) beta-glucosidase [Pinus contorta] 


Seq. No. 


23549 


Contig ID 


107514 1.R1040 


5' -most EST 


zhf700963410.hl 


Method 


BLASTX 


NCBI GI 


g4263722 


BLAST score 


403 


E value 


4.0e-52 


Match length 


127 



3740 



CI 



% identity 79 , , 

NCBI Description (AC006223) putative glucan synthase [Arabidopsxs tnalianaj 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23550 

107516_1.R1040 

trc700564810.hl 

BLASTX 

gll74470 

592 

3.0e-61 

211 

55 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG (B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi_508543 (L34260) integral 

membrane protein 1 [Mus musculus] >gi_1588285_prf 2208301A 

integral membrane protein [Mus musculus] 



Seq. No. 23551 

Contig ID 107517_1 .R1040 

S'-most EST trc700564996.hl 



Seq. No. 23552 

Contig ID 107532_1 .R1040 

5' -most EST trc700564857 .hi 



Seq. No. 23553 

Contig ID 107534JL.R1040 

5 '-most EST trc700564836.hl 

Method BLASTX 

NCBI GI g4510398 

BLAST score 315 

E value 6.0e-29 

Match length 64 

% identity 92 

NCBI Description (AC006587) hypothetical protein [Arabidopsxs the 

Seq. No. 23554 

Contig ID 107535JL.R1040 

5 f -most EST g4304291 

Method BLASTX 

NCBI GI g4006882 

BLAST score 310 

E value 2.0e-58 

Match length 145 

% identity 73 

NCBI Description (Z99707) UDP-glucuronyltransf erase-like protein 
[Arabidopsis thaliana] 



Seq. No. 23555 

Contig ID 107558J. . R1040 

5 1 -most EST uC-gmf Iminsoy080d09bl 

Method BLASTX 

NCBI GI g4371296 

BLAST score 335 

E value 2.0e-31 

Match length 132 

% identity 57 



3741 



NCBI Description 



(AC006260) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



23556 

107566JL.R1040 

fua701039635.hl 

BLASTX 

gl23178 

1822 

0.0e+00 

436 

79 

HISTIDINOL DEHYDROGENASE , CHLOROPLAST PRECURSOR (HDH) 

>gi_99844j?ir A39358 histidinol dehydrogenase (EC 

1.1.1.23} precursor, chloroplast - cabbage >gi_167142 
(M604 66) histidinol dehydrogenase [Brassica oleracea] 



23557 

107571JL.R1040 

trc700564904.hl 

BLASTX 

gl935019 

533 

2.0e-73 

180 

77 

(Z93774) sucrose transport protein 



[Vicia faba] 



23558 

107573_1.R1040 

uC-gmropic014g04bl 

BLASTX 

g3046694 

469 

1.0e-46 

131 

67 

(AL022224) vacuolar sorting receptor-like protein 
[Arabidopsis thaliana] 

23559 

107573_2.R1040 

trc700564907.hl 

BLASTX 

g2827665 

131 

1.0e-10 

55 

55 

(AL021637) vacuolar sorting receptor-like protein 
[Arabidopsis thaliana] 

23560 

107577JL.R1040 
trc700564912.hl 



Seq. No. 



23561 



3742 



Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



107580_1.R1040 

zhf700959330.hl 

BLASTX 

g4539422 

157 

9.0e-ll 

76 
43 

(AL049171) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



23562 

107584JL.R1040 
trc700564921.hl 



Seq. No. 
Contig ID 
5' -most EST 



23563 

107587_1.R1040 
trc700564924.hl 



Seq. No. 
Contig ID 
5' -most EST 



23564 

107593_1.R1040 
uC-gmropic039al0bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23565 

107596__1.R1040 

trc700565555.hl 

BLASTX 

g3047103 

215 

1.0e-17 

96 
53 

(AF058919) regions of weak similarity to 1-asparaginase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



23566 

107605_1.R1040 
zsg701123625.hl 



Seq. No. 
Contig ID 
5 '-most EST 



23567 

107621_1.R1040 
pmv700889964.hl 



Seq. No. 
Contig ID 
5 '-most EST 



23568 

107633_1.R1040 
gsv701046518.hl 



Seq. No. 

Contig ID 
5' -most EST 



23569 

107633^2. R1040 
fde700873464.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



23570 

107638_1.R1040 

trc700565002.hl 

BLASTX 

g4204284 

361 

2.0e-34 



3743 



Match length 

% identity 

NCBI Description 



154 
47 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 23571 

Contig ID 107649_1 .R1040 

5' -most EST trc700565015 . hi 



Seq. No. 23572 

Contig ID 107654_1 .R1040 

S'-most EST zhf700959489.hl 

Method BLASTX 

NCBI GI g3068717 

BLAST score 557 

E value 7.0e-74 

Match length 206 

% identity 68 

NCBI Description (AF049236) unknown [Arabidopsis thaliana] 

Seq. No. 23573 

Contig ID 107662_1.R1040 

S'-most EST jC-gmro02910067a07dl 

Method BLASTX 

NCBI GI g2118017 

BLAST score 393 

E value 5.0e-38 

Match length 100 

% identity 70 

NCBI Description non-S-RNase (EC 3.1.-.-) - Japanese pear 

>gi_1526417_dbj_BAA08475_ (D49529) ribonuclease [Pyrus 
pyrifolia] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23574 

107668JL.R1040 

vzy700755749.hl 

BLASTX 

gl808656 

471 

2.0e-47 

102 

59 

(Y10804) Ubiquitin 



activating enzyme El 



[Nicotiana tabacum] 



Seq. No. 23575 

Contig ID 107675JL .R1040 

5 1 -most EST uxk700667102 .hi 

Seq. No. 23576 

Contig ID 107704_1 . R1040 

5 '-most EST gsv701047364 .hi 



Seq. No, 23577 

Contig ID 107719_1.R1040 

5 '-most EST smc700749093 .hi 

Method BLASTX 

NCBI GI g3236241 



3744 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205 

4.0e-16 

51 
76 

(AC004 684) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



23578 

107724JL.R1040 
trc700565148.hl 



Seq. No. 
Contig ID 
5 '-most EST 



23579 

107729JL.R1040 
leu701146972.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23580 

107735JL.R1040 

uC-gmronoir02 6c05bl 

BLASTX 

g3269289 

332 

5.0e-31 

104 

62 

(AL030978) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



23581 

107741_1.R1040 
uC-gmronoir042bl2bl 



Seq. No. 
Contig ID 
5 '-most EST 



23582 

107745JL.R1040 
trc700565426.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



23583 

107751JL.R1040 

g5510161 

BLASTX 

g3341684 

151 

2.0e-ll 
93 

(AC003672) hypothetical protein [Arabidopsis thaliana] 
23584 

107787JL.R1040 
ncj700978387.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



23585 

107793_1.R1040 

trc700565265.hl 

BLASTX 

g3420008 

291 

4.0e-26 
109 
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% identity 


53 


NCBI Description 


(AF000307) steroid sulfotransferase 3 [Brassica napus] 


Seq. No. 


23586 


Contig ID 


107804 1.R1040 


5 T -most EST 


trc700565492.hl 


Seq. No. 


23587 


Contig ID 


107806_1.R1040 


5' -most EST 


sat701008756.hl 


Seq. No. 


23588 


Contig ID 


107813_1.R1040 


5 1 -most EST 


epx701105582.hl 


Method 


BLASTX 


NCBI GI 


g2894558 


BLAST score 


615 


E value 


3.0e-64 


Match length 


142 


% identity 


87 


NCBI Description 


(AL021890) putative protein [Arabidopsis thaliana] 


Seq. No. 


23589 


Contig ID 


107814 2.R1040 


5 T -most EST 


uC-gmf Iminsoy058cl0bl 


Seq. No. 


23590 


Contig ID 


107816 1.R1040 


5 T -most EST 


trc700565312.hl 


Seq. No. 


23591 


Contig ID 


107820 1.R1040 


5 1 -most EST 


trc700565316.hl 


Seq. No. 


23592 


Contig ID 


107828 1.R1040 


5 '-most EST 


trc700565328.hl 


Method 


BLASTX 


NCBI GI 


g3157941 


BLAST score 


370 


E value 


3.0e-35 


Match length 


106 


% identity 


62 


NCBI Description 


(AC002131) Contains similarity to hypothetical protein 




gb_U95973 from A. thaliana. [Arabidopsis thaliana] 


Seq. No. 


23593 


Contig ID 


107848 1.R1040 


5' -most EST 


eep700864856.hl 


Seq. No. 


23594 


Contig ID 


107873 1.R1040 


5' -most EST 


trc700565413.hl 


Seq. No. 


23595 


Contig ID 


107904JL.R1040 


5' -most EST 


uC-gmflminsoy075a08bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

g4262154 

568 

3.0e-58 

207 

58 

(AC005275) 



putative protein phosphatase regulatory subunit 



[Arabidopsis thaliana] 
23596 

107907JL.R1040 
trc700565472.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



23597 

107943JL.R1040 

sat701014543.hl 

BLASTN 

gl944151 

327 

0.0e+00 

929 

88 

Vigna angularis mRNA for ACC-oxidase, complete cds 
23598 

107946_1.R1040 
trc700565531.hl 



Seq. No. 
Contig ID 
5' -most EST 



23599 

107947JL.R1040 
trc700565532.hl 



Seq. No. 
Contig ID 
5' -most EST 



23600 

107952 J.. R1040 
zhf700958089.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23601 

107989JL.R1040 

awf700839193.hl 

BLASTX 

g4510362 

334 

5.0e-31 

144 

51 

(AC007017) hypothetical protein [Arabidopsis thaliana] 
23602 

107997J..R1040 

trc700565605.hl 

BLASTX 

gl29749 

167 

9.0e-12 

90 

39 

EXO- POL Y~ AL PHA- D - GALAC T URONOS I DAS E PRECURSOR (EXO-PG) 



3747 



Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi 95579_pir A36715 exo-poly-alpha-galacturonosidase (EC 

3. 271.82) "precursor - Erwinia chrysanthemi >gi_148447 
(M31308 ) exo-poly-alpha-D-galacturonosidase [Erwinia 
chrysanthemi] 

23603 

107998_1.R1040 

uC-gmflminsoy075h09bl 

BLASTX 

g4220480 

336 

2.0e-31 

160 
30 

(AC006069) unknown protein [Arabidopsis thaliana] 
23604 

108011_1.R1040 

fC-gmro700565822f2 

BLASTX 

gl754522 

193 

1.0e-14 

60 

63 

(D89984) ornithine decarboxylase [Nicotiana tabacum] 
23605 

108016JL.R1040 
hrw701063258.hl 

23606 

108018_1.R1040 

ncj700984571.hl 

BLASTX 

g951453 

450 

9.0e-45 

153 

58 

(M95746) initiation factor (iso)4f p82 subunit [Triticum 
aestivum] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23607 

108020_1.R1040 

jC-gmro02910030a0 9al 

BLASTX 

g3122389 

381 

1.0e-36 

133 
53 

WD-40 REPEAT PROTEIN MSI3 >gi_2394233 (AF016848) WD- 
repeat protein [Arabidopsis thaliana] 



•40 



Seq. No. 
Contig ID 



23608 

108030 1.R1040 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmfl02220141a05dl 

BLASTX 

g2736147 

164 

2.0e-ll 

41 

71 

(AF021804) fatty acid hydroxylase Fahlp [Arabidopsis 
thaliana] >gi_3132481 (AC003096) fatty acid hydroxylase, 
FAH1 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



23609 

108039_1.R1040 
trc700565665.hl 



Seq. No. 
Contig ID 
5 '-most EST 



23610 

108040JL.R1040 
trc700565662.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23611 

108090JL.R1040 

uC-gmronoir037f llbl 

BLASTN 

gl8376 

420 

0.0e+00 

499 

98 

Glycine max PALI gene for phenylalanine ammonia lyase (EC 
4.3.1.5) 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23612 

108090_2.R1040 

pxt700942832.hl 

BLASTN 

gl8376 

138 

1.0e-71 

208 

94 

Glycine max PALI gene for phenylalanine ammonia lyase (EC 
4.3.1.5) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23613 

108090_3.R1040 

trc700565755.hl 

BLASTN 

gl8376 

78 

4.0e-36 

145 

89 

Glycine max PALI gene for phenylalanine ammonia lyase (EC 
4.3.1.5) 



Seq. No. 
Contig ID 



23614 

108096 1.R1040 



3749 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmropicll2h05bl 

BLASTX 

g2739369 

197 

3.0e-15 

128 

38 

(AC002505) putative pectinesterase [Arabidopsis thaliana] 
23615 

108115JL.R1040 

trc700565789.hl 

BLASTX 

g2245081 

373 

4.0e-36 

96 

74 

(Z97343) myosin II heavy chain homolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23616 

108136_1.R1040 
trc700565820.hl 

23617 

108146_1.R1040 

fC-gmro700565834f3 

BLASTX 

g3450842 

629 

3.0e-65 

299 

56 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23618 

108174_1.R1040 

trc700565890.hl 

BLASTX 

g2924781 

257 

2.0e-22 

85 

56 

(AC002334) putative cellulose synthase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



23619 

108188_1.R1040 
trc700565918.hl 

23620 

108192_1.R1040 
jC-gmst02400037e04d2 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23621 

108193J..R1040 

trc700565929.hl 

BLASTN 

g2351069 

42 

4.0e-14 

168 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSH12, complete sequence [Arabidopsis thaliana] 



Pi clone: 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23622 

108219__2.R1040 

trc700565972.hl 

BLASTX 

g3399767 

322 

2.0e-29 

169 

44 

(U76298) uclacyanin I 
{ ACO 057 0 0 ) uclacyanin 



[Arabidopsis thaliana] >gi_38314 66 
I [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23623 

108225_1.R1040 

jC-gmle01810066d05dl 

BLASTX 

g4262154 

595 

3.0e-61 

346 

42 

(AC005275) putative protein phosphatase regulatory subunxt 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23624 

108255_1.R1040 

sat701007992.hl 

BLASTX 

g4539369 

262 

2.0e-22 

189 

33 

(AL049525) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 ? -most EST 



23625 

108258JL.R1040 
trc700566037.hl 



Seq. No. 
Contig ID 
5' -most EST 



23626 

108264_1.R1040 
wrg700790882.hl 



Seq. No. 
Contig ID 



23627 

108267 1.R1040 
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5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



trc700566051.hl 
23628 

108269_1.R1040 
uC-gmrominsoy315c07bl 

23629 

108281_1.R1040 

trc700566068.hl 

BLASTX 

g3355465 

225 

2.0e-18 

153 

38 

(AC004218) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23630 

108285J..R1040 
uC-gmropicl06bl0bl 

23631 

108290_1.R1040 

uC-gmropic021h06bl 

BLASTX 

g2465923 

393 

3.0e-43 

184 

41 

(AF024 648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23632 

108298JL.R1040 

trc700566092.hl 

BLASTX 

g3805956 

973 

1.0e-106 

232 

74 

(Y13769) laccase [Populus balsamifera subsp. 



trichocarpa] 



23633 

108308_1.R1040 

fua701041645.hl 

BLASTX 

gl30846 

438 

2.0e-43 

129 
57 

BASIC FORM OF PATHOGENESIS -RELATED PROTEIN 1 PRECURSOR (PRP 

1) >gi_82185_pir S04728 pathogenesis-related protein 

homolog precursor - common tobacco >gi_19972_emb_CAA32228_ 



3752 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(X14065) PRP 1 precursor (AA -23 to 154) [Nicotiana 

tabacum] >gi_228 620_prf 1807333A pathogenesis-related 

protein 1 [Nicotiana tabacum] 

23634 

108309_1.R1040 
rca701001122.hl 

23635 

108315JL.R1040 

jsh701064948.hl 

BLASTX 

g2262117 

374 

1.0e-35 

111 

65 

(AC002343) auxin inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23636 

108317_1.R1040 

pxt700941703.hl 

BLASTX 

g2911040 

141 

5.0e-09 

47 

64 

(AL021961) receptor protein kinase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



23637 

108325_1.R1040 
awf700842044.hl 

23638 

108341_1.R1040 
jC-gmro02910002b03al 

23639 

108347_1.R1040 
sat701002864.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23640 

108361JL.R1040 

uC-gmflminsoy025c08bl 

BLASTX 

g3355465 

758 

2.0e-80 
203 
69 

(AC004218) 
thaliana] 



putative Ser/Thr protein kinase [Arabidopsis 



Seq. No. 



23641 



3753 



it 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



108378_1.R1040 

trc700566257.hl 

BLASTX 

g3128192 

391 

3.0e-38 

96 

77 

(AC004521) axi 1-like protein [Arabidopsis thaliana] 
23642 

108385JL.R1040 

kll701203351.hl 

BLASTX 

g3894168 

249 

6.0e-21 

164 

34 

(AC005312) similar to phloem-specific lectin [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



23643 

108400JL.R1040 
trc700568314.hl 



Seq. No. 
Contig ID 
5' -most EST 



23644 

108421JL.R1040 
trc700566347.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23645 

108423_1.R1040 
jC-gmle01810042c04al 

23646 

108429_1.R1040 
pmv700890861.hl 

23647 

108438_1.R1040 
zsg701120812.hl 

23648 

108453_1.R1040 
pxt700946257.hl 

23649 

108460_1.R1040 

zsg701129572.hl 

BLASTX 

g4559352 

142 

6.0e-09 

105 

39 

(AC006585) putative DNA binding protein [Arabidopsis 
thaliana] 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23650 

108465_1.R1040 

trc700566424.hl 

BLASTX 

g4115905 

422 

1.0e-41 

106 
71 

(AF072131) secondary xylem cellulose synthase 
tremuloides] 



[Populus 



Seq. No. 


23651 


Contig ID 


108481J..R1040 


£ 1 -TYinof IT C T" 




Method 


BLASTX 


NCBI GI 


g3510250 


BLAST score 


262 


E value 


7.0e-28 


Match length 


106 


% identity 


63 


NCBI Description 


(AC005310) unknown 


Seq. No. 


23652 


Contig ID 


108489 1.R1040 


5' -most EST 


trc700566477.hl 






NCBI GI 


g2702270 


BLAST score 


261 


E value 


5.0e-23 


ixia T- cn x eng un 


o / 


% identity 


70 


NCBI Description 


(AC003033) unknown 


Seq. No. 


23653 


Contig ID 


108509 1.R1040 


5' -most EST 


trc700566495.hl 


Method 


BLASTX 


NCBI GI 


gl871192 


BLAST score 


178 


E value 


7.06-13 


Match length 


85 


% identity 


44 


NCBI Description 


(U90439) Cys3His z 




thaliana] 


Seq. No. 


23654 


Contig ID 


108516 1.R1040 


5 '-most EST 


sat701006122.hl 


Seq. No. 


23655 


Contig ID 


108528 1.R1040 


5' -most EST 


jsh701064493.hl 


Method 


BLASTX 


NCBI GI 


g2980788 


BLAST score 


226 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



II 

3.0e-18 

113 
49 

(AL022197) putative protein [Arabidopsis thaliana] 
23656 

108552J..R1040 
uC-gmropic075dl2bl 

23657 

108552_2.R1040 
hrw701063092.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 



23658 

108587J..R1040 
g4436981 

23659 

108595JL.R1040 
leu701149306.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



23660 

108614JL.R1040 

hyd700728310.hl 

BLASTX 

gl362091 

317 

7.0e-47 

133 

63 

cellulase (EC 3,2.1.4} precursor - tomato >gi_924 622 
(U20590) endo-1, 4-beta-glucanase precursor [Solanum 
lycopersicum] 

23661 

108627JL.R1040 
trc700566711.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



23662 

108636JL.R1040 

trc700566736.hl 

BLASTX 

g3142298 

260 

6.0e-23 

72 
69 

(AC002411) Strong similarity to protein SBT1 gb_X98929 from 
Lycopersicum esculentum. [Arabidopsis thaliana] 

23663 

108641_2.R1040 

fua701043343.hl 

BLASTX 

g4138343 

206 

7.0e-21 
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Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



€1 

125 
45 

(AJ011979) RNA-directed RNA polymerase [Petunia x hybrida] 
23664 

108648_1.R1040 
crh700855849.hl 



Seq. No. 
Contig ID 
5 '-most EST 



23665 

108652JL.R1040 
trc700566857.hl 



Seq. No. 
Contig ID 
5 '-most EST 



23666 

108655_1.R1040 
trc700566855.hl 



Seq. No, 
Contig ID 
5 '-most EST 



23667 

108666JL.R1040 
trc700566786.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



23668 

108674_1.R1040 
uC-gmropic056gl0bl 

23669 

108694J..R1040 

jC-gmle01810055a07al 

BLASTX 

g3033400 

590 

4.0e-61 

150 

72 

(AC004238) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

23670 

108722_1.R1040 
zzp700831393.hl 

23671 

108725JL.R1040 

trc700567013.hl 

BLASTX 

g2444176 

311 

8.0e-29 

95 

66 

(U94782) unconventional myosin [Helianthus annuusj 
23672 

108743_1.R1040 

ary700764471.hl 

BLASTX 

g2935416 

646 



3757 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



1.0e-67 

178 

72 

(AF047896) isoflavone reductase homolog [Betula pendula] 
23673 

108764JL.R104G 
uC-gmrominsoy320b06bl 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23674 

108764_2.R1040 
jex700903774.hl 

23675 

108778_1.R1040 
trc700567311.hl 

23676 

108782JL.R1040 

jC-gmst02400005b09dl 

BLASTX 

g2655008 

188 

5.0e-14 

87 
47 

(AF017144) (1-4) -beta-mannan endohydrolase [Lycopersxcon 
esculentum] 

23677 

108787JL.R1040 

vzy700750815.hl 

BLASTX 

g2895510 

1161 

1.0e-128 

283 
79 

(AF033204) putative pectin methylesterase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23678 

108801JL.R1040 
ncj700976408.hl 

23679 

108806_1.R1040 

awf700843372.hl 

BLASTX 

g3367591 

391 

3.0e-38 

100 
77 

(AL031135) putative protein [Arabidopsis thaliana] 



Seq. No. 



23680 



3758 



Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



108807JL.R1040 

jC-gmfl02220069fl0al 

BLASTX 

g4559334 

262 

2.0e-22 

160 

36 

(AC007087) unknown protein [Arabidopsis thaliana] 
23681 

108818J..R1040 

trc700567162.hl 

BLASTX 

g4105190 

234 

1.0e-19 

94 

51 

(AF044127) peroxisomal short-chain alcohol dehydrogenase 
[Homo sapiens] 

23682 

108825JL.R1040 
zsg701122784.hl 

23683 

108831JL.R1040 

ncj700975648.hl 

BLASTX 

gl871192 

160 

2.0e-10 

69 

52 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 



23684 

108840JL.R1040 

zlv700807673.hl 

BLASTN 

g287567 

229 

1.0e-126 

421 

89 

Vigna radiata auxin-regulated mRNA 
23685 

108845JL.R1040 
g5666683 

23686 

108846JL.R1040 
trc700567392.hl 



3759 



Seq. No. 


23687 


Contig ID 


108854JL.R1040 


5 '-most EST 


uC-gmflminsoy061cl2bl 


Method 


BLASTX 


NCBI GI 


g4580523 


BLAST score 


280 


E value 


7.0e-25 


Match length 


134 


% identity 


53 


NCBI Description 


(AF036305) scarecrow- 


Seq. No. 


23688 


Contig ID 


108857 1.R1040 


5 T -most EST 


zzp700830732.hl 


Method 


BLASTX 


NCBI GI 


g3881381 


BLAST score 


318 


E value 


2.0e-29 


Match length 


121 


% identity 


51 


NCBI Description 


(Z68270) Similarity t 



8 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(SW:MNS1_YEAST) ; cDNA EST EMBL:D71247 comes from this gene; 
cDNA EST EMBL:D73896 comes from this gene [Caenorhabditis 
elegans] 

23689 

108876JL.R1040 
jC-gmle01810013h08dl 

23690 

108904JL.R1040 

wrg700786852.h2 

BLASTX 

g3559805 

300 

2.0e-27 

84 

73 

(AJ006787) putative phytochelatin synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



23691 

108911J..R1040 

sat701010923.hl 

BLASTX 

g3025329 

322 

2.0e-29 

140 

49 

HYPOTHETICAL 25.4 KD PROTEIN F53F4.3 IN CHROMOSOME V 
>gi_3877534_emb_CAB01212_ (Z77663) Similarity to S.pombe 
hypothetical proteinSPAC4G9 . 01 (TR:E223656) [Caenorhabditis 
elegans] 

23692 

108912 1.R1040 
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zsg701129343.hl 
BLASTN 
g4567193 
48 

4.0e-18 

234 
84 

Arabidopsis thaliana chromosome II BAC T26C19 genomic 
sequence, complete sequence 

Seq. No. 23693 

Contig ID 108921_1 . R1040 

5' -most EST leu701147438 . hi 

Method BLASTX 

NCBI GI g2444174 

BLAST score 1087 

E value 1.0e-119 

Match length 287 

% identity 76 

NCBI Description (U94781) unconventional myosin [Helianthus annuus] 

Seq. No. 23694 

Contig ID 108933_1.R1040 

5' -most EST sat701011677 .hi 

Method BLASTX 

NCBI GI gl771160 

BLAST score 964 

E value 1.0e-105 

Match length 245 

% identity 71 

NCBI Description (X98929) SBT1 [Lycopersicon esculentum] 

>gi_3687305_emb_CAA06999_ (AJ006378) subtilisin-like 
protease [Lycopersicon esculentum] 

Seq. No. 23695 

Contig ID 108938_1 . R1040 

5'-most EST asn701135903.hl 

Method BLASTX 

NCBI GI g2887310 

BLAST score 236 

E value 5.0e-20 

Match length 80 

% identity 55 

NCBI Description (Y15846) TSI-1 protein [Lycopersicon esculentum] 

Seq. No. 23696 

Contig ID 108964_1.R1040 

5* -most EST jC-gmf 102220070d02al 

Seq. No. 23697 

Contig ID 108969J. .R1040 

5' -most EST trc700567581 .hi 

Seq. No. 23698 

Contig ID 108980JL .R1040 

S'-most EST jex700907649.hl 




5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3761 



# 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



23699 

108983_1.R1040 
pmv700893637.hl 

23700 

108987JL.R1040 

fua701040935.hl 

BLASTX 

g2745849 

278 

1.0e-24 

88 
59 

(AF039201) germin-like protein; PcGERl [Pinus caribaea] 
23701 

108995_1.R1040 
rlr700897343.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



23702 

109006JL.R1040 
jC-gmfl02220125f04al 

23703 

109008_1.R1040 
sat701008093.hl 



Seq* No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23704 

109048_1.R1040 
cks700764739.hl 

23705 

109054JL.R1040 

ncj700980265.hl 

BLASTX 

g3850568 

317 

2.0e-29 

86 

69 

(AC005278) Similar to hypothetical protein SPAC2F7.14c 
gi_1052797 from Schizosaccharomyces pombe cosmid gb_Z50142. 
[Arabidopsis thaliana] 

23706 

109077_1.R1040 

uC-gmf Iminsoy016d04bl 

BLASTN 

g2266946 

243 

1.0e-134 

503 
87 

Gossypium hirsutum phosphoenolpyruvate carboxylase 1 
(PEPC1) mRNA, complete cds 



Seq. No. 



23707 



3762 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



109081_1.R1040 

fC~gmfl700906134r6 

BLASTX 

g3641868 

285 

3.0e-25 

86 

65 

(AJ011012) hypothetical protein [Cicer arietinum] 
23708 

109081_2.R1040 

g4397595 

BLASTX 

g3641868 

312 

1.0e-28 

106 

59 

(AJ011012) hypothetical protein [Cicer arietinum] 



Seq. No. 
Contig ID 
5' -most EST 



23709 

109102JL.R1040 
hyd700727215.hl 



Seq. No. 
Contig ID 
5' -most EST 



23710 

109102_2.R1040 
seb700652818.hl 



Seq. No. 
Contig ID 
5 '-most EST 



23711 

109110_1.R1040 
zhf700952679.hl 



Seq. No* 
Contig ID 
5 1 -most EST 



23712 

109110_2.R1040 
jex700902953.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23713 

109123JL.R1040 

g5057977 

BLASTX 

g3924603 

766 

2.0e-81 

188 
74 

(AF069442) putative WD-repeat protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



23714 

109125_1.R1040 

zzp700830233.hl 

BLASTX 

g3540181 

383 

7.0e-37 
172 
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CI) 



% identity 51 

NCBI Description (AC004122) Unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



23715 

109128JL.R1040 
kll701205286.hl 



Seq. No. 
Contig ID 
5' -most EST 



23716 

109131JL.R1040 
trc700568033.hl 



Seq. No. 
Contig ID 
5 '-most EST 



23717 

109137_1.R1040 
smc700745842.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



23718 

109138_1.R1040 
trc700568074.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



23719 

109146_1.R1040 
leu701152056.hl 



Seq. No. 
Contig ID 
5 r -most EST 



23720 

109152_1.R1040 
jC-gmle01810078c07dl 



Seq. No. 
Contig ID 
5' -most EST 



23721 

109178__1.R1040 
uC-gmflminsoy027h03bl 



Seq. No. 
Contig ID 
5 '-most EST 



23722 

109192_1.R1040 
trc700568365.hl 



Seq. No. 

Contig ID 
5' -most EST 



23723 

109200JL.R1Q40 
trc700568380.hl 



Seq. No. 
Contig ID 
5' -most EST 



23724 

109201_1.R1040 
g5606950 



Seq. No. 
Contig ID 
5 '-most EST 



23725 

109211_1.R1040 
dpv701098227.hl 



Seq. No. 
Contig ID 
5 '-most EST 



23726 

109225_1.R1040 
uC-gmf lmins oy 0 7 2 cO 5bl 



Seq. No. 
Contig ID 
5 '-most EST 



23727 

109234JL.R1040 
rlr700898979.hl 



Seq. No. 
Contig ID 



23728 

109241 1.R1040 
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# 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmroiainsoy311al2bl 

BLASTX 

g4455342 

310 

2.0e~28 
126 
48 

(AL035522) 
thaliana] 



O-methyltransferase-like protein [Arabidopsis 



Seq. No. 

Contig ID 
5 T -most EST 



23729 

109246_1.R1040 
trc700568509.hl 



Seq. No. 
Contig ID 
5' -most EST 



23730 

109258JL.R1040 
trc700568532.hl 



Seq. No. 
Contig ID 
5 T -most EST 



23731 

109260_1.R1040 
trc700568542.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



23732 

109282JL.R1040 

jsh701066123.hl 

BLASTX 

g4093169 

601 

4.0e-62 

161 

70 

(AF095933) p20-Arc [Dictyostelium discoideum] 
23733 

109282_2.R1040 

smc700750138.hl 

BLASTX 

g4093169 

241 

2.0e-20 

63 

75 

(AF095933) p20-Arc [Dictyostelium discoideum] 
23734 

109293_1.R1040 
rca700998403.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



23735 

109294_1.R1040 
trc700568631.hl 

23736 

109298_1.R1040 
trc700568655.hl 
BLASTX 
g322787 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 



496 

6.0e-50 

220 

45 

pyruvate kinase 
23737 

109319JL.R1040 
seb700647913.hl 



(EC 2.7.1.40), cytosolic - potato 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 



23738 

109321J..R1040 

seb700647922.hl 

BLASTX 

gI352077 

216 

4.0e-17 

83 
46 

BETA-GALACTOS I DASE PRECURSOR (LACTASE) 

( EXO- ( 1— >4 } - BETA- D- GAL ACTANAS E ) >gi_97 1 4 8 5__emb__CAA5 8 7 3 4_ 
(X83854) putative beta-galactosidase/galactanase 
[Lycopersicon esculentum] >gi_4138139_emb_CAA10174_ 
(AJ012797) ss-galactosidase [Lycopersicon esculentum] 

23739 

109321_2.R1040 
seb700649844,hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23740 

109328JL.R1040 

jC-gmro02910032b!0al 

BLASTX 

gl706323 

349 

1.0e-34 

160 

56 

ORNITHINE DECARBOXYLASE 
ornithine decarboxylase 
>gi_8 710 08_emb_CAA6 1 1 2 1_ 
[Datura stramonium] 

23741 

109330J..R1040 

jC-gmle01810021e05al 

BLASTX 

g4220535 

448 

2.0e-44 

122 

75 

(AL035356) 
thaliana] 



(ODC) >gi_2118242_pir S64704 

(EC 4.1.1.17) - jimsonweed 
(X87847) ornithine decarboxylase 



clathrin coat assembly like protein [Arabidopsis 



Seq. No. 
Contig ID 



23742 

109340 1.R1040 



3766 



5 '-most EST 



seb700648013.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23743 

109349_1.R1040 

jsh701067554.nl 

BLASTX 

g2506788 

245 

7.0e-21 

87 

15 

GERANYLGERANYL TRANSFERASE TYPE II BETA SUBUNIT (RAB 
GERANYLGERANYLTRANSFERASE BETA SUBUNIT) (RAB 
GERANYL-GERANYLTRANSFERASE BETA SUBUNIT) (RAB GG 
TRANSFERASE) (RAB GGTASE) >giJL332508_emb_CAA66638_ 
(X98001) geranylgeranyl transferase II [Homo sapiens] 



Seq. No. 
Contig ID 
5' -most EST 



23744. 

1093W_1*.R1040 
sat701012374.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



23745 

109360JL.R1040 
seb700648073.hl 



Seq. No. 
Contig ID 
5' -most EST 



23746 

109362_1.R1040 
seb700648088.hl 



Seq- No. 
Contig ID 
5 '-most EST 



23747 

109376J..R1040 
jC-gmle01810067f07dl 



Seq. No. 
Contig ID 
5' -most EST 



23748 

109382_1.R1040 
gsv701047511.hl 



Seq. No. 
Contig ID 
5 '-most EST 



23749 

109390_1.R1040 
pxt700946219.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23750 

109395_1.R1040 

seb700653651.hl 

BLASTX 

g3056595 

246 

4.0e-21 

108 

45 

(AC004255) T1F9.16 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



23751 

109398_1.R1040 
gsv701054636.hl 
BLASTX 
g2688839 



3767 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



785 

8.0e-84 

180 
83 

(AF003347) ATP phosphoribosyltransf erase [Thlaspi 
goesingense] 

23752 

109398_2.R1040 

jC-gmfl02220138e02al 

BLASTX 

g2688839 

320 

1.0e-29 

74 
82 

(AF003347) ATP phosphoribosyltransf erase [Thlaspi 
goesingense] 

23753 

109403_1.R1040 

jC-gmro02910025g03al 

BLASTX 

g2191135 

163 

2.0e-ll 

55 
56 

(AF007269) A_IG002N01 . 14 gene product [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



23754 

109446JL.R1040 
seb700648412.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



23755 

109449_1.R1040 
jC-gmro02910002g05al 

23756 

109457_1.R1040 

seb700648441.hl 

BLASTX 

g3746060 

215 

2.0e-17 

51 
76 

(AC005311) unknown protein [Arabidopsis thaliana] 
23757 

109458_1.R1040 
seb700648435.hl 



Seq. No. 
Contig ID 
5 '-most EST 



23758 

109467_1.R1040 
seb700648448.hl 
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Method 




NCBI GI 


g2245378 


BLAST score 


336 


E value 


o . ue 


Match length 


Q A 
o 4 


% identity 


75 


NCBI Description 


(U83245) auxin response factor 1 [Arabidopsis 


Seq. No. 


23759 


Contig ID 


109489 1.R1040 


5' -most EST 


kll701208829.hl 


Seq. No. 


Zo i OU 


Contig ID 


TAO/ino i ni n/in 
!Uy4yo 1.K1U4U 


5 '-most EST 


gboUoyio 


Seq. No. 


/ Ol 


Contig ID 




o -most bbi 


SSD / UU04o Oil . IiX 


Method 


BLASTX 


NCBI GI 


g3451066 


BLAST score 


369 


E value 




Match length 


1U / 


% identity 


61 


NCBI Description 


(AL031326) hypothetical protein [Arabidopsis 


Seq- No. 




Contig ID 


109532 1.R1040 


5* -most EST 


leu701152277.hl 


Seq. No. 


237 o3 


Contig ID 


109532_2 . R1040 


5 T -most EST 


seb700648584 .hi 


Seq. No. 


23764 


Contig ID 


109533 1.R1U4U 


5 -most EST 


SeD / UUd4ojoj .nl 


Method 


BLASTN 


NCBI GI 


g3204133 


BLAST score 


305 


E value 


i . ue-i / 1 


Match length 


y4 o 


% identity 


85 


NCBI Description 


Cicer arietinum mRNA for beta-galactosidase, 


Seq. No. 


Z J / oo 


Contig ID 


I09543_l .RIO 4 0 


5 T -most EST 


seb700654283 .hi 


Seq. No. 


23766 


Contig ID 


109554 1.R1040 


5 '-most EST 


seb700648631.hl 


Method 


BLASTX 


NCBI GI 


g2829879 


BLAST score 


219 


E value 


9.0e-18 
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CD 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 
58 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
23767 

109554_2.R1040 
smc700747909.hl 

23768 

109555_1.R1040 

seb700648635.hl 

BLASTX 

g4309697 

288 

9.0e-26 

87 

62 

(ACOO 62 66) putative DNA-directed RNA polymerase subunit 
[Arabidopsis thaliana] 



Seq. No. 


23769 


Contig ID 


109556_1.R1040 


5 1 -most EST 


seb700651589.hl 


Method 


BLASTX 




g2181184 


BLAST score 


170 


E value 


3.0e-12 


Match length 


52 


?; i d^ntitv 


52 


NCBI Description 


(Y13577) JR3 protein [Arabidopsis thaliana 


Seq. No. 


o n T *"7 f\ 

23770 


Contig ID 


109557 1.R1040 


5 '-most EST 


kll701206374.hl 


Seq. No. 


23771 


Contig ID 


109569 1.R1040 


5' -most EST 


seb700649418.hl 


Seq. No. 


23772 


Contig ID 


109581 1.R1040 


5' -most EST 


seb700648692.hl 


Seq. No. 


23773 


Contig ID 


109588 1.R1040 


5 1 -most EST 


seb700648801.hl 


Seq. No. 


23774 


Contig ID 


109598 1.R1040 


5' -most EST 


seb700648727.hl 


Seq. No. 


23775 


Contig ID 


109598 2.R1040 


5' -most EST 


g4301687 


Seq. No. 


23776 


Contig ID 


109612_1.R1040 
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5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmro02800028b05dl 
23777 

109618_1.R1040 
jC-gmro02800031b05al 

23778 

109618_2.R1040 
uC-gmropic024a09bl 

23779 

109624_1.R1040 

seb700648803.hl 

BLASTX 

g3249081 

208 

6.0e-22 

114 

9 

(AC004473) Strong similarity to AR0GP2 gene gb_1762634 from 
Lycopersicon esculentum. [Arabidopsis thaliana] 

23780 

109656JL.R1040 

uC-gmflminsoy019c06bl 

BLASTX 

g3080412 

149 

4.0e-10 

159 

34 

(AL022604) putative protein [Arabidopsis thaliana] 
23781 

109658JL.R1040 

seb700648857.hl 

BLASTX 

g2583131 

143 

4.0e-09 

61 

38 

(AC002387) putative pectinesterase [Arabidopsis thaliana] 
23782 

109663J..R1040 

seb700649244.hl 

BLASTX 

g2191136 

362 

9.0e-35 

98 
65 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T4 6230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H76290 
[Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23783 

109676JL.R1040 

seb700649406.hl 

BLASTX 

g3776564 

229 

4.0e-19 

51 

78 

(AC005388) Similar to hypothetical protein T1D16.16 
gi_3075397 from A. thaliana BAC gb_AC004484 . [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



23784 

109678_1.R1040 
seb700648905.hl 



Seq. No. 

Contig ID 
5' -most EST 



23785 

109680_1.R1040 
pcp700993083.hl 



Seq. No. 
Contig ID 
5 '-most EST 



23786 

109690_1.R1040 
seb700648927.hl 



Seq. No. 

Contig ID 
5' -most EST 



23787 

109709_1.R1040 
seb700648983.hl 



Seq. No. 
Contig ID 
5 '-most EST 



23788 

109714JL.R1040 
zsg701121658.hl 



Seq. No. 
Contig ID 
5' -most EST 



23789 

109722_1.R1040 
zhf700958155.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23790 

109727_1.R1040 

kll701211735.hl 

BLASTX 

g3831443 

352 

3.0e-33 

106 

69 

(AC005819) putative auxin-regulated protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



23791 

109733_1.R1040 

seb700649029.hl 

BLASTX 

g2511693 

586 

1.0e-60 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq* No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 ' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



153 
69 

(Z99954) cysteine proteinase precursor [Phaseolus vulgaris] 
23792 

109734_1.R1040 
seb700649434.hl 

23793 

109740J..R1040 
seb700649043.hl 

23794 

109744_1.R1040 

jsh701066883.hl 

BLASTN 

g2502086 

64 

1.0e-27 

160 
92 

Vigna radiata adenosine triphosphatase mRNA, complete cds 
23795 

109758_1.R1040 
seb700649119.hl 

23796 

109762JL.R1040 
ncj700980219.hl 

23797 

109787_1.R1040 

zhf700962266.hl 

BLASTX 

g3928097 

254 

6.0e-22 

121 
37 

(AC005770) unknown protein, 5' partial [Arabidopsis 
thaliana] 

23798 

109832JL.R1040 

sat701011960.hl 

BLASTX 

g4580398 

477 

2.0e-47 

245 

42 

(AC007171) putative protein kinase APK1A [Arabidopsis 
thaliana] 

23799 

109839 1.R1040 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmle01810012g05al 

BLASTX 

g4038592 

207 

6.0e-16 

213 

31 

(Y10403) RNA-directed RNA polymerase [Lycopersicon 
esculentum] 



beq. LNO. 


Z. ^> O \J \J 


Contig ID 


1 HQP^A 1 T31 DAD 


o —most: ho 1 


1-1 1 7 01 9*0 fi 0 £ ^ hi 


beg. jmo . 




Contig ID 




o -most EST 


sa u / uiuuzyDo.ni 


Method 


xj J-irlO 1 A. 


NCBI GI 


gio jyioo 


BLAST score 


4Uz 


E value 


9.0e-39 


Match length 


166 


% identity 


00 


NCBI Description 


(UoDuol) root nair aerective o [Hidxjiuupij 


Seq. No, 


o o o n o 

ZioUz 


Contig ID 


lUyoOO 1.K1U4U 


5 T -most EST 


seD /uuoouojy.ni 


Method 


BLASTX 


NCBI bl 


rr1 R71 7 


BLASl score 


ooz 


E value 


7 . Oe-57 


Match length 


115 


% identity 


88 


NCBI Description 


(A-?o / / ZJ [HldJJxuUpolo uiid-L-Ldiici J -^y- 1 - 


Un KnOWli protein [_ t\l. dUi Ll\J\J 010 LiJ.a±±aiiaj 


Seq. No. 


o o o n o 


Contig id 


i nofififi o pin/in 


5 -most EST 


seo /uuu^yjjj . n±, 


Method 




IN _l u± 


al531758 


BLAST score 


480 


E value 


2.0e-48 


Match length 


112 


% identity 


79 


NCBI Description 


(X98772) AUX1 [Arabidopsis thaliana] >gi_ 


unknown protein [Arabidopsis thaliana] 


Seq. No. 


23804 


Contig ID 


109905 1.R1040 


5 '-most EST 


zhf700954489.hl 


Method 


BLASTX 


NCBI GI 


g2853087 


BLAST score 


222 


E value 


5.0e-18 


Match length 


74 
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# 



% identity 

NCBI Description 



59 



(AL021768) putative protein [Arabidopsis thaliana] 



Seq. No. 23805 

Contig ID 109910_1 . R1040 

5' -most EST jC-gmf 102220148f 03al 

Method BLASTX 

NCBI GI g2829912 

BLAST score 233 

E value 1.0e-26 

Match length 101 

% identity 59 

NCBI Description (AC002291) Similar ATP-dependent RNA Helicase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 f -most EST 



23806 

109913_2.R1040 
epx701108646.hl 

23807 

109918_1.R1040 
seb700649394.hl 

23808 

109943_1.R1040 
jC-gmst024 000 64h01dl 

23809 

109964_1.R1040 
hyd700729257.hl 



Seq. No. 


23810 


Contig ID 


109989 1.R1040 


5' -most EST 


g4293499 


Method 


BLASTX 


NCBI GI 


g3953457 


BLAST score 


219 


E value 


1.0e-17 


Match length 


169 


% identity 


38 


NCBI Description 


(AC002328) F20N2.2 [Arabidopsis thaliana] 


Seq. No. 


23811 


Contig ID 


110016 1.R1040 


5 '-most EST 


epx701108846.hl 


Method 


BLASTX 


NCBI GI 


g4239986 


BLAST score 


166 


E value 


2.0e-ll 


Match length 


117 


% identity 


33 


NCBI Description 


(AB017165) PIG-L [Homo sapiens] 



Seq. No. 23812 

Contig ID 110024_1 . R1040 

5' -most EST seb700649626.hl 

Method BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll69586 
272 

4.0e-24 

59 
8 8 

FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 

(D-FRUCTOSE-1, 6-BIS PHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 

(CY-F1) >gi 542079_pir S41287 f ructose-bisphosphatase (EC 

3.1.3.11) - potato >gi_440591_emb_CAA54265_ (X76946) 
fructose-1, 6-bisphosphatase [Solanum tuberosum] 



Seq. No. 
Contig ID 
5' -most EST 



23813 

110039_2.R1040 
wvk700682147.hl 



Seq. No. 

Contig ID 
5 '-most EST 



23814 

110047JL.R1040 
ncj700983762.hl 



Seq. No. 
Contig ID 
5' -most EST 



23815 

110051J..R1040 
jC-gmst02400023a07al 



Seq. No. 
Contig ID 
5 ' -most EST 



23816 

110052_1.R1040 
seb700649664.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23817 

110064_1.R1040 

uC-gmrominsoyl42f 04bl 

BLASTX 

g2944417 

475 

8.0e-48 

132 

68 

(AF049881) peroxidase FLXPER4 



[Linum usitatissimum] 



Seq. No. 

Contig ID 
5 '-most EST 



23818 

110066_1.R1040 
seb700649682.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23819 

110078JL.R1040 

jC-gmro02910024g07al 

BLASTX 

g4128197 

157 

2.0e-10 

95 

34 

(U75273) acyl-CoA binding protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



23820 

110078_2.R1040 
smc700747176.hl 



3776 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23821 

110078_3.R1040 
ncj700982102.hl 

23822 

110078_4.R1040 
epx701109554.hl 

23823 

110093JL.R1040 
uaw700661220.hl 

23824 

110093__2.R1040 

jsh701063913.hl 

BLASTX 

g4490302 

143 

5.0e-09 

72 

39 

(AL035678) Tic22-like protein [Arabidopsis thaliana] 
23825 

110103JL.R1040 

g4313666 

BLASTN 

gl69348 

57 

4.0e-23 

314 

85 

P. vulgaris hydroxyproline-rich glycoprotein { HRGP ) inRNA, 3 
end 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23826 

110103_2.R1040 

jsh701066721.hl 

BLASTN 

gl69348 

130 

6.0e-67 

299 

76 

P. vulgaris hydroxyproline-rich glycoprotein (HRGP) mRNA, 3' 
end 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



23827 

110152_1.R1040 
seb700649862.hl 

23828 

110176JL.R1040 

seb700650030.hl 

BLASTX 

g2262105 

261 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-23 

119 

45 

(AC002343) unknown protein [Arabidopsis thaliana] 
23829 

110181JL.R1040 
seb700649884.hl 

23830 

110182_1.R1040 

fC-gmse700671753h2 

BLASTX 

g2314805 

849 

4.0e-91 
195 
81 

(U85045) 
sativum] 



2-oxoglutarate-dependent dioxygenase [Pisum 
>gi_2316036 (AF001219) gibberellin 3 



beta-hydroxylase [Pisum sativum] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23831 

110202_1.R1040 
seb700649958.hl 

23832 

110204J..R1040 

jex700908585.hl 

BLASTX 

g3367523 

537 

9.0e-55 

152 

66 

(AC004392) ESTs gb_AA728658 and gb_N95943 come from this 
gene. [Arabidopsis thaliana] 

23833 

110210_1.R1040 
uC-gmropic044a07bl 

23834 

110231JL.R1040 

smc700748267.hl 

BLASTX 

g2388970 

140 

1.0e-08 

76 

36 

(Z98979) tat binding homolog [Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 
5' -most EST 
Method 



23835 

110233_1.R1040 

seb700650050.hl 

BLASTX 
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NCBI GI 


gl653513 


BLAST score 


177 


E value 


4 . ue zu 


Match lengtn 




1 identity 


56 


NCBI Description 


(D90914) hypothetical protein [Synechocystis sp.] 


Seq. No. 




Contig ID 


110249 1.R1040 


5 ' -most EST 


hrw701059574.hl 


Seq. No. 


23837 


Contig ID 


110254 1.R1040 


5' -most EST 


seb700650117.hl 


Seq. No. 


Z jo jo 


Contig ID 


110259 1.R1040 


5 T -most EST 


uaw700661064.hl 


Seq. No. 


23839 


Contig ID 


110267 1.R1U4U 


5 '-most EST 


jC-gmro02 91004 oel2al 


Seq. No. 


23840 


Contig ID 


110287 1.R1040 


5 1 -most EST 


seo / uuoouiou .ni 


Method 


BLASTX 


NCBI GI 


g2443329 


BLAST score 


155 


E value 


4 . 0e-10 


Match length 


A T 

47 


% identity 


66 


NCBI Description 


(D86122) Mei2-like protein [Arabidopsis thaliana] 


Seq. No. 


000/11 
23841 


Contig ID 


110296 1.R1040 


5' -most EST 


gsv701048944.hl 


Seq. No. 


23842 


Contig ID 


110303 1.R1040 


5' -most EST 


pxt700941593.hl 


Seq. No. 


O "3 O A Q 


Contig ID 


110305 1.R1040 


5 '-most EST 


fua701037360.hl 


Seq. No. 


23844 


Contig ID 


110305 2.R1040 


S'-most EST 


zzp700831375 .hi 


Seq. No. 


23845 


Contig ID 


H0307 1.R1040 


5 '-most EST 


ncj700978635.hl 


Method 


BLASTX 


NCBI GI 


g3080426 


BLAST score 


192 


E value 


5.0e-l5 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 
51 

(AL022604) putative protein [Arabidopsis thaliana] 



23846 

110334JL.R1040 

fC-gmst700650236rl 

BLASTX 

g3201554 

174 

1.0e-12 

47 

66 

(AJ006501) beta-D-glucosidase 



[Tropaeolum ma jus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



23847 

110347JL.R1040 

seb700650254.hl 

BLASTX 

g542804 

265 

5.0e-23 

170 

34 

DNA-directed DNA polymerase alpha/primase complex chain B - 
human >gi_4 39601 (L24559) DNA polymerase alpha [Homo 
sapiens] >gi_4505929_ref_NPJD02680 . l_pPOLA_ polymerase {DNA 
directed) , alpha 

23848 

110348__2.R1040 
fua701037806.hl 



Seq. No. 
Contig ID 
5' -most EST 



23849 

110348_3.R1040 
sat701005215.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



23850 

110352_1.R1040 

seb700650260.hl 

BLASTX 

g3386604 

180 

8.0e-13 

146 

32 

(AC004665) putative protein kinase [Arabidopsis thaliana] 
23851 

110355JL.R1040 

asn701132361.hl 

BLASTX 

g4220524 

2 62 

3.0e-29 

149 

50 
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NCBI Description 


(AL035356) putative protein [Arabidopsis thaliana] 




23852 


Contig ID 


110357 1.R1040 


5' -most EST 


g4397265 


o • IN \J • 


23853 


Contig ID 


110361 1.R1040 


5' -most EST 


zsg701124642.hl 


O t3 • LN » 


23854 


Contig ID 


110378 1.R1040 


5 '-most EST 


g4286021 


beq. no. 


23855 


Contig ID 


110397Ji.R1040 


5' -most EST 


uC-gmflminsoy077el0bl 




23856 


f*nr^+* ■! rr TPl 


110401 1 R1040 


3 "UlOSt I-tO X 


ciPb700^ c il95 6 hi 


o e CJ • NO. 


£. JO J / 


Pr\n4- ■! rt TPl 
UOnLJLy XiJ 


1 10406 1 R1040 


O IllU o L HjO 1 


arr700^05475 h2 


Metnoa 




NCBI GI 


g^ Ujoj y 4 


BLAST score 


Oft 3 


E value 


2.0e-67 


Match length 


150 


15 x Uc 1 1 1_ J- L. y 


79 




(AJ2227 981 tDETl orotein TLvcopersicon esculentum] 


>gi 4454332__emb_CAA11914_ (AJ224356) tDETl protein 




[Lycopersicon esculentum] 


Ocl|i InvJ • 


23858 


Contig ID 


110411_1.R1040 


5' -most EST 


uC-gmflminsoy024d03bl 


O C<4 • IN U • 


23859 


uonuxg lu 


1 1 041 1 R1 040 




<q-mr7 00T4 SR69 hi 


o e q . no. 




f^i-NTl +* T T Pi 

LOULig ±u 


110423 1 R1040 


w) ILL WO U £jui 


kll701210049 hi 


Method. 


OJUriO 1 A 


NCBI GI 


g3805851 


BLAST score 


314 


Hj varue 


"5 Dp-?Q 


ixia u cn x e ng l. n 


_/ v? 


9- ■! Honl" i ~\~\t 


59 


NCBI Description 


(AL031986) putative protein [Arabidopsis thaliana] 


Seq. No. 


23861 


Contig ID 


110424_1.R1040 


5' -most EST 


uC-gmrominsoy052bl2bl 
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# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2829868 

266 

3.0e-23 

55 

93 

(AC002396) Unknown protein [Arabidopsis thaliana] 
23862 

110424_2.R1040 

hyd700729291-hl 

BLASTN 

g2749918 

49 

1.0e-18 

113 
86 

Arabidopsis thaliana chromosome I BAC F3I6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

23863 

110434_1.R1040 

hyd700728989.hl 

BLASTX 

g2443751 

393 

3.0e-53 
131 
85 

(AF020303) 
(AC002535) 



fumarase [Arabidopsis thaliana] >gi_2529676 
putative fumarase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23864 

110438_1.R1040 

hyd700729104.hl 

BLASTX 

gl351791 

443 

7.0e-44 

172 

15 

HYPOTHETICAL 57.0 KD TRP-ASP REPEATS CONTAINING PROTEIN IN 

CPR4-SSK22 INTERGENIC REGION >gi_83249_pir S19487 

hypothetical protein YCR072c - yeast (Saccharomyces 
cerevisiae) >gi_1907211_emb_CAA42270_ (X59720) YCR072c, 
len:515 [Saccharomyces cerevisiae] 

23865 

110446JL.R1040 

zsg701118463.hl 

BLASTX 

g2842490 

437 

4.0e-43 

113 
69 

(AL021749) heat-shock protein [Arabidopsis thaliana] 



3782 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23866 

110451_1.R1040 

jC-gmfl02220131bl0al 

BLASTX 

g4544404 

269 

1.0e-23 

127 
43 

(AC007047) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 1 -most EST 



23867 

110458_1.R1040 
asn701138541.hl 



Seq. No. 
Contig ID 
5 T -most EST 



23868 

110473_1.R1040 
seb700650538.hl 



Seq. No. 
Contig ID 
5' -most EST 



23869 

110485_1.R1040 
zhf700963181.hl 



Seq. No. 
Contig ID 
5' -most EST 



23870 

110487JL.R1040 
g5126646 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23871 

110490JL.R1040 

pmv700889860.hl 

BLASTX 

g4249419 

194 

5.0e-15 

47 

79 

(AC006072) hypothetical protein, 3 1 partial [Arabidopsis 
.thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23872 

110494JL.R1040 

sat701003472.hl 

BLASTX 

gll70660 

254 

5.0e-22 

77 

69 

MEVALONATE KINASE (MK) >gi_541880_pir S42088 mevalonate 

kinase (EC 2.7.1.36) - Arabidopsis thaliana 
>gi__456614_emb_CAA54820_ (X77793) mevalonate kinase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



23873 

110500JL.R1040 
seb700650587.hl 



3783 



€1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



23874 

110511_1.R1040 

seb700650602.hl 

BLASTX 

g4406384 

345 

2.0e-67 

165 
78 

(AF112303) serine acetyltransf erase [Arabidopsis thaliana] 
23875 

110559JL.R1040 

seb700650723.hl 

BLASTX 

gl076603 

305 

5.0e-28 

106 

63 



NCBI Description vsf-1 protein - tomato 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



23876 

110563JL.R1040 
jC-gmro02910046d06al 

23877 

110575JL.R1040 

jC-gmfl02220054ellal 

BLASTX 

g4567283 

579 

1.0e-59 

237 

54 

(AC006841) unknown protein [Arabidopsis thaliana] 
23878 

110577_1.R1040 
leu701150019.hl 



Seq. No. 

Contig ID 
5 '-most EST 



23879 

110578_1.R1040 
zhf700954539.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23880 

110585_1.R1040 

jC-gmro02910071g06al 

BLASTX 

g2194121 

330 

2.0e-30 

128 
60 

(AC002062) Strong similarity to Arabidopsis cyclin delta-1 
(gb_ATCDl) . EST gb_ATTS4338 comes from this gene. 



3784 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23881 

110585__2.R1040 

jC-gmf!02220081gl2al 

BLASTX 

g3915635 

773 

3.0e-82 

259 

63 

CYCLIN DELTA- 1 >gi_2995130_emb_CAA58285_ (X83369) cyclin 
delta-1 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



23882 

110591JL.R1040 
seb700652385.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23883 

110605JL.R1040 

epx701110057.hl 

BLASTX 

g2462834 

179 

4.0e-13 

75 
44 

(AF000657) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



23884 

110618_1.R1040 
seb700650836.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23885 

110622_1.R1040 

fC-gmst700650840fl 

BLASTX 

g3860163 

229 

1.0e-32 

287 
34 

(AF098962) disease resistance protein RPPl-WsA [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



23886 

110629JL.R1040 
zhf700954025.hl 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



23887 

110632_1.R1040 

vwf700675110.hl 

BLASTX 

g2208899 

405 

4.0e-39 

233 



3785 



% identity 


39 


NCBI Description 


(ABUU4/yoj dipepLiayx ammopepuiaase [r seuaoiuonao t>p.j 


Seq. No, 


ooooo 
23ooo 


Contig ID 


110636 1.R1U4U 


o -most EjO 1 


ScD / UU0OU0ZJ-? • XIX 


Method 


BLASTX 


NCBI GI 


g3413700 


BLAST score 


214 


E value 


j . ue~* i / 


Match length 


r c 
DO 


% identity 


65 


NCBI Description 


(AC004747) putative YME1 protein [Arabidopsis thaliana] 


Seq. No. 


2 oooy 


Contig ID 


110645 1.R1U4U 


5 '-most EST 


seD/OUDoUo /U.nl 


Seq. No. 


23890 


Contig ID 


110664 1.R1040 


r* ■ ____4- prim 

5 -most EST 


seo / uubDUoyi .ni 


Method 


BLASTX 


NCBI GI 


g2959781 


BLAST score 


282 


E value 


1 . Oe-31 


Match length 


109 


% identity 


67 


NCBI Description 


(AJ223508) Zwille protein [Arabidopsis thaliana] 


Seq. No. 


O O O A "1 

23891 


Contig ID 


110666 1.R1040 


5' -most EST 


seb700650893.hl 


Seq. No. 


23892 


Contig ID 


110675 1.R1040 


5 '-most EST 


seb700650909 .hi 


Seq. No. 


a o o a o 

23893 


Contig ID 


1 T A A O T T> 1 A ^ A 

110692 1.R1U4U 


5 -most EST 


seo /uubouyzo . ni 


Method 


BLASTX 


NCBI GI 


g2459435 


BLAST score 


162 


E value 


3.0e-ll 


Match length 


47 


% identity 


66 


NCBI Description 


(AC002332) putative serine carboxypeptidase [Arabidopsi 




thaliana] 


Seq. No. 


23894 


Contig ID 


110693_1 . R1040 


C 1 —.— —J- TOT* 

o —most Eioi 


c nO ^RH Q9 Q "hi 


Method 


BLASTX 


NCBI GI 


g3559805 


BLAST score 


934 


E value 


1.0e-101 


Match length 


205 



3786 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 

(AJ006787) putative phytochelatin synthetase [Arabidopsis 
thaliana] 

23895 

110702JL.R1040 

kll701206348.hl 

BLASTX 

g4432846 

389 

2.0e-37 

120 

62 

(AC006283) unknown protein [Arabidopsis thaliana] 
23896 

110704_1.R1040 
txt700732294.hl 

23897 

U0705JL.R1040 

fC-gmst700650943fl 

BLASTX 

g2062174 

380 

2.0e-36 

108 

69 

(AC001645) transcription factor (TINY) isolog [Arabidopsis 
thaliana] 

23898 

110707JL.R1040 

fC-gmst700650945fl 

BLASTX 

g2997755 

362 

4.0e-38 

291 

36 

(AF054823) TFIIH transcription/DNA repair factor p52 
subunit [Mus mus cuius] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



23899 

110730_1.R1040 

wvk700682821.hl 

BLASTX 

g2213611 

228 

7.0e-19 

76 

58 

(AC000103) F21J9. 
23900 

110732_1.R1040 
seb700650986.hl 



5 [Arabidopsis thaliana] 



3787 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



23901 

110737_1.R1040 
jC-gmfl02220142e08al 

23902 

110737_2.R1040 
seb700650995.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 



23903 

110750_1.R1040 

uC-gmflminsoy045f 06bl 

BLASTX 

g3128192 

451 

2.0e-68 

168 

76 

(AC004521) axi 1-like protein [Arabidopsis thaliana] 
23904 

110767_1.R1040 
seb700651036.hl 



Seq. No. 
Contig ID 
5' -most EST 



23905 

110771_1.R1040 
zhf700961474.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



23906 

110778_1.R1040 
seb700651048.hl 



Seq. No. 
Contig ID 
5' -most EST 



23907 

110798JL.R1040 
seb700651071.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 



23908 

110802_1.R1040 

pmv700893183.hl 

BLASTX 

g557472 

779 

1.0e-82 

572 

34 

(0*15178 ) arabinosidase 
23909 

110814_1.R1040 
seb700651087.hl 



[Bacteroides ovatus] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



23910 

110829_1.R1040 

seb700651113.hl 

BLASTX 

g2833460 

150 



3788 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-09 

50 
56 

RIBOFLAVIN-SPECIFIC DEAMINASE >gi_1001153_dbj J3AA10295_ 
(D64001) riboflavin biosynthesis protein [Synechocystis 
sp.] 

23911 

110840JL.R1040 

uC-gmrominsoyl58ellbl 

BLASTX 

g3482918 

402 

1.0e-55 

127 

85 

(AC003970) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23912 

110840_2.R1040 

vwf700678665.hl 

BLASTX 

g3482918 

536 

5.0e-55 

118 

83 

(AC003970) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



23913 

110851JL.R1040 
awf700839240.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



23914 

110853JL.R1040 

g4302988 

BLASTX 

gl943751 

501 

1.0e-50 

157 

65 

(U93845) Arabidopsis thaliana ER-type calcium pump 
protein, complete sequence >gi_2078292 (U96455) ER-type 
Ca2+-pumping ATPase; ECAlp [Arabidopsis thaliana] 

23915 

110872JL.R1040 
seb700651214.hl 



Seq. No. 
Contig ID 
5 '-most EST 



23916 

110882_1.R1040 
seb700651225.hl 



Seq. No. 



23917 



3789 



r< _ — J- J T Pi 

COIYCly 1U 


110883 1 R1040 




seb700"651277.hl 


jyie unoa 


BLASTX 


NCBI GI 


g3377517 


BLAST score 


284 


E value 




Match length 




% identity 




NCJdi uescripLion 


f GS 1 fi7'3'36*M ni f rate tra 


beq. no. 


9^Q1 ft 


Loncig lu 


1 1 Oft QQ 1 R1 040 




fua701041340.hl 


Method 


Dlj.tt.iJ 1 /i. 


NCBI GI 


gll6923 


BLAST score 


217 


E value 


2.0e-17 


Match length 


185 


% identity 


31 


NCBI Description 


C0AT0MER BETA SUBUNIT 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



(BETA-COAT PROTEIN) (BETA-COP) 

_ c beta-COP protein - rat 

>gi~55819_emb_CAA40505_ (X57228) beta COP [Rattus 
norvegicus] 

23919 

110902JL.R1040 
seb700651250.hl 

23920 

110903_1.R1040 
fC-gmst700651292f6 

23921 

110913_1.R1040 

seb700651279.hl 

BLASTN 

g2345147 

111 

2.0e-55 

302 
87 

Pisum sativum developmentally regulated GTP binding protein 
(PsDRGl) mRNA, complete cds 

23922 

110915_1.R1040 

seb700651270.hl 

BLASTX 

gl421730 

394 

3.0e-38 

127 

59 

(U43082) RF2 [Zea mays] 
23923 

110916 1.R1040 



3790 





hvd700727907 hi 




Olxrio l A 


JNUrSl *j1 


rr4 R^ft Q9 Q 


BLAST score 


514 


E value 


4.0e-52 


rid Loll lolly Lil 


1 67 


^ laentiuy 






fAT.04Q48*^ nntativp nucleic acid bindincr orotein 




r SvaKi /-I r*\r^t c"l c *t~ h a 1 i ana 1 
L-rlX ciOlCiQpo lo L-ild-L-Lclllci J 


beq. jno. 


Z J Z7Z ft 


uonr.ig lu 


1 1 0Q9 6 1 Rl 040 
11U-7ZO i.r\.iu*±u 


J ILlwo U HiO 1 


-if , -rrmrn02 c n 0flS6b06al 




RT.A^TY 
DJjn.0 l 


MCTi T H T 

JNUrSl CjI 


rr9 P 97 1 4 
gz o z / i ft o 


BLAST score 


1169 


E value 


1.0e-129 


Match length 


9 4 0 
Z fl u 


% identity 


yz 


NCBI Description 


(ArUz/l/fi; Cellulose SyllLnaSe Catalytic £>ujjuiix(_ 




[Araoiaopsis inaiianaj 


beq. No. 


zj yz.o 


ooncig iu 


1 1 0Q^9 1 Pi fi4D 


0 ITIOST. £jD 1 


<5a-h7m fll 4*394 hi 


Metfioa 


nLiiib 1 A 


NCBI GI 


g4006829 


BLAST score 


549 


E value 


Z • Uc 3D 


Match length 


1/11 
141 ± 


% identity 


76 


NCBI Description 


(AC005970) putative protein kinase [Arabidopsis thaliana] 


beq, lno • 


9 ? Q9 £ 
Z J !?Z o 


uontig iu 


±.±,\JJO £ ± l.IXlUfiU 


o —most: bbi 


oaKinn?^1 9QR hi 


beq. wo. 


zoyz / 


Lontig iu 


lluyjo 1.K1U4U 


0 IllOST, liibi 


r i -r7nn^Q^Q1 0 hi 

X7117 / UUO jOjIU .111 


Method 


nT iv nrpv 


NLbl bl 


goo J4 ju / 


rJiiAb i score 


R4 9 
Oft Z 


E value 


z . ue-j3 


Match length 


161 


% identity 


61 


iNCtsi uescripcion 


/amnR£7Cn Q-h-ronrr q-imi larii-v fn apnp T10T14 190 ai 2832679 




«nf *a 4- -i ttq nrAfiai n -f vrMn 2i r*a V*\ n Hr>nc i o fha 1 i ana RAf" 1 nh AT>091 71 2 _ 
Putative piULclil 1 1 DILI nXaJJlUUpola L-iicixxciiici Ljri.\^ y ^> nuuti. r * 




iLbiS go jnddocs/ ana go lndooz/ come iroiu. tnia gene. 




[Arabidopsis thaliana] 


Seq. No. 


o o n o o 


Contig ID 


110942 1.R1040 


5' -most EST 


seb700651317.hl 


Method 


BLASTX 


NCBI GI 


g4314356 


BLAST score 


206 



3791 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-16 

112 

37 

(AC006340) putative anthocyanidin-3-glucoside 
rhamnosyltransf erase [Arabidopsis thaliana] 

23929 

110947_1.R1040 

seb700651322.hl 

BLASTX 

g4115383 

379 

1.0e-36 

108 

79 

(AC005967) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



23930 

110971_1.R1040 

pxt700943933.hl 

BLASTX 

g4249418 

334 

9.0e-31 

211 

32 

(AC006072) putative zinc-finger protein (C-x8-C-x5~C-x3-H 
type domains), 5 1 partial [Arabidopsis thaliana] 

23931 

110971_2.R1040 

zzp700832879.hl 

BLASTX 

g3738297 

204 

4.0e-16 

93 

11 

(AC005309) unknown protein [Arabidopsis thaliana] 
23932 

110974_1.R1040 

uC-gmflminsoy082e05bl 

BLASTX 

g2914707 

171 

5.0e-12 

110 

7 

(AC003974) putative disease resistance protein (Cf-2.2) 
[Arabidopsis thaliana] >gi_3298554 (AC004681) putative 
disease resistance protein [Arabidopsis thaliana] 

23933 

110976_1.R1040 
sat701011636.hl 



3792 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3924594 

305 

1.0e-27 

89 
24 

{AF069442} putative ribonucleoprotein [Arabidopsis 
thaliana] >gi_4262139_gb_AAD14439_ (AC005275) putative 
ribonucleoprotein [Arabidopsis thaliana] 



Seq. No. 


23934 


Contig ID 


110981 l.R104u 


5' -most EST 


seb700651363.hl 


Seq. No. 


23935 


Contig ID 


110984 1.R1040 


5' -most EST 


jC-gmle01810048g02dl 


Method 


BLASTX 


NCBI GI 


g3757521 


BLAST score 


178 


E value 


8.0e-13 


Match length 


83 


% identity 


45 


NCBI Description 


(AC005167) unknown protein 


Seq. No. 


23936 


Contig ID 


110984 2.R1040 


5 T -most EST 


sat701009016.hl 


Seq. No. 


23937 


Contig ID 


111004 1.R1040 


5' -most EST 


jC-gmfl02220065gl2al 


Method 


BLASTX 


NCBI GI 


g4049514 


BLAST score 


299 


E value 


5.0e-27 


Match length 


128 


% identity 


26 


NCBI Description 


(AL034563) putative yeast < 




homolog; ribonucleoprotein 


Seq. No. 


23938 


Contig ID 


111006 1.R1040 


5' -most EST 


gsv701044346.hl 


Seq. No. 


23939 


Contig ID 


111023 1.R1040 


5 '-most EST 


seb700651420.hl 


Method 


BLASTX 


NCBI GI 


g3668086 


BLAST score 


255 


E value 


1.0e-21 


Match length 


70 


% identity 


84 


NCBI Description 


(AC004667) unknown protein 


Seq. No. 


23940 



(RNA3 T Cleavage factor lb) 



3793 




uontig iJJ 


iii n^n 1 ri 040 


D IIIOS L XliOl 


<5mr70074 6246 hi 

Oilier 1 \J \J l^\J£-^\Jt 1.1.-1- 


Method 


TjT TiC'TY 


NCBI GI 


g3482980 


BLAST score 


275 


E value 




Matcn lengtn 


loo 


% identity 


A O 


NCBI Description 


t t\t n^i ^£cn h^mni-hpt -i pal nmtpin r Ar^bi doDsis thalianal 


Seq. No. 


CM 1 

zoyfi 1 


Contig ID 


111 non 0 tsin^fi 

IIIUjU Z.KlU^u 


c f _ — porn 


n rn 4 4 q 1 1 hi 


Method 


BLAblX 


NCBI GI 


g4567257 


BLAST score 


159 


E value 


7 flo-1 1 
/ • US J. 1 


Match length 


111 

111 


% identity 




NCBI Description 


/afnmnTni h\/r^ri-i-h(=ii--i pal nrntpin r Arabidorjsis thalianal 


Seq. No. 




contig iu 


111 n*3Q 1 Rl D4D 


D IHOS L UtOX 


•zhf 7nn*Q c i4fin7 hi 


Method 


DT 7\ CTV 


NCBI GI 


—O T Q1 1 A A 

gziyii44 


BLAST score 


185 


E value 


1.0e-13 


Match lengtn 




% identity 


53 


NCBI Description 


(AF007269) A__IG002N01 . 24 gene product [Arabidopsis 




thaliana] 


Seq. No. 




Contig ID 


i 1 i n c G 1 Din/in 
lllUoI? 1.K1U4U 


5 '-most EST 


Jell / uizuoZzo.ni 


Seq. No. 




Contig ID 


lllUoO 1.K1U4U 




coMOflfiRI 4ft R hi 

SSJJ / UUOOItOO .XIX 


Method 


oliAb 1 A 


NCBI GI 


g4467095 


BLAST score 


290 


E value 




Matcn lengtn 


1 Jo 


% identity 




NCBI Description 


(ALUjijj jo) putative protein [^rajjiuopoio Lxxa-Lj-axxaj 


Seq. No. 


2o94b 


Contig ID 


111UOO Z.K1U4U 


5 1 -most EST 


3L-giriiiuzz^uuo4Duyai 


Method 


OXjiiO 1 A 


NCBI GI 


g4467095 


BLAST score 


276 


E value 


2.0e-24 


Match length 


107 


% identity 


62 



3794 



NCBI Description (AL035538) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23946 

111066JL.R1040 
jex700907270.hl 

23947 

111066__2.R1040 
wvk700683188.hl 

23948 

111083JL.R1040 

pxt700942992.hl 

BLASTX 

g2190543 

389 

2.0e-37 

114 

69 

(AC001229) EST gb_N37484 comes from this gene, 
thaliana] 

23949 

111083_2.R1040 
uC-gmropic008d02bl 

23950 

111083_3.R1040 
kll701205711.hl 

23951 

111083_4.R1040 
fua701040912.hl 



23952 

111108_1.R1040 

g4395963 

BLASTX 

g4262186 

878 

1.0e-94 

232 
75 

(AC005508) Highly similar to cullin 3 [Arabidopsis 
thaliana] 

23953 

111110JL.R1040 

g4287386 

BLASTX 

g2702271 

235 

1.0e-19 

109 

50 

(AC003033) unknown protein [Arabidopsis thaliana] 



[Arabidopsis 



3795 



CP 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



23954 

111116J..R1040 
seb700651543.hl 

23955 

111118_1.R1040 
seb700651544.hl 

23956 

111137_1.R1040 

ckk700605704.h2 

BLASTX 

gl00673 

446 

2.0e-44 

95 
81 

DNA-binding protein GT-2 



- rice (fragment) 



23957 

111148_1.R1040 

seb700651590.hl 

BLASTX 

g3334441 

171 

3.0e-12 

48 

60 

HYPOTHETICAL 47.9 KD PROTEIN T5I7.9 IN CHROMOSOME II 
>gi_2642161 (AC003000) hypothetical protein [Arabidopsis 
thaliana] 

23958 

111150_1.R1040 
seb700651593.hl 

23959 

111157_1.R1040 
uC-gmflminsoyll8e04bl 

23960 

111158_1.R1040 

seb700651607.hl 

BLASTX 

g2894568 

227 

4.0e-19 

82 
55 

(AL021890) putative protein [Arabidopsis thaliana] 
23961 

111166_1.R1040 

uC-gmropic030b02bl 

BLASTX 

g4454467 

196 



3796 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-15 

128 
34 

(AC006234) unknown protein [Arabidopsis thaliana] 
23962 

111174_1.R1040 

seb700651633.hl 

BLASTN 

gl69157 

216 

1.0e-118 

388 
89 

Pisum sativum serine hydroxymethyltransf erase mRNA, 
complete cds 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23963 

111176JL.R1040 
dpv701098532.hl 

23964 

111180_1.R1040 

seb700651649.hl 

BLASTX 

g4006827 

202 

4.0e-16 

63 
60 

(AC005970) subtilisin-like protease [Arabidopsis thaliana] 
23965 

111200_1.R1040 

jex700909114.hl 

BLASTN 

g4567259 

86 

3.0e-40 

378 

62 

Arabidopsis thaliana chromosome II BAC F3K23 genomic 
sequence, complete sequence 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



23966 

111205_1.R1040 

seb700651682.hl 

BLASTX 

g2213629 

332 

2.0e-30 

277 

31 

(AC000103) F21J9. 
23967 

111205 2.R1040 



21 [Arabidopsis thaliana] 



3797 



# 



5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



g5510185 
23968 

111229_1.R1040 
seb700651727.hl 

23969 

111237JL.R1040 
jsh701064233.hl 

23970 

111246_1.R1040 
ncj700985555.hl 

23971 

111268_1.R1040 
wvk700680707.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



23972 

111272_1.R1040 
sat701013451.hl 

23973 

111290_1.R1040 

uC-gmrominsoyl29e08bl 

BLASTX 

g2245139 

158 

3.0e-10 

127 

41 

(Z97344) hypothetical protein [Arabidopsis thaliana] 
23974 

111291_1.R1040 

seb700651832.hl 

BLASTX 

gl705508 

179 

3.0e-13 

95 

45 

BONE MARROW STROMAL ANTIGEN 2 (BST-2) 

>gi 1082259_pir A56836 bone marrow stromal cell surface 

protein BST-2 - human >gi_5068 61_dbj_BAA0567 9_ (D28137) 
BST-2 [Homo sapiens] 

23975 

111295J..R1040 
ary700764468.hl 

23976 

111295__2.R1040 
jC-gmro02910063h04al 

23977 

111303 1.R1040 



3798 



5' -most EST 



fua701037172.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23978 

111308JL.R1040 

seb700651860.hl 

BLAST N 

g2345147 

236 

1.0e-130 

312 
94 

Pisum sativum developmentally regulated GTP binding protein 
(PsDRGl) mRNA, complete cds 



Seq. No. 
Contig ID 
5 '-most EST 



23979 

111324JL.R1040 
jC-gmle01810083e04al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23980 

111325JL.R1040 

seb700651894.hl 

BLASTX 

g!762584 

300 

2.0e-27 
99 

18 . 

(U63373) polygalacturonase isoenzyme 1 beta subunit homolog 

[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23981 

111341_1.R1040 

bth700847362.hl 

BLAST N 

g2342673 

36 

6.0e-ll 

60 

90 

Sequence of BAC F7G19 from Arabidopsis thaliana chromosome 
l r complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



23982 

111345_1.R1040 
seb700651941.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23983 

111357JL.R1040 

leu701150517.hl 

BLASTX 

gl256771 

396 

2.0e-38 

95 

75 

(U51270) COP9 [Spinacia oleracea] 



3799 



II 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23984 

111374_1.R1040 

uC-gitif Iminsoyll9g03bl 

BLASTX 

g2459408 

393 

5.0e-38 

120 

64 

(AC002332) unknown protein [Arabidopsis thaliana] 
>gi_2924769 (AC002334) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 


23985 


Contig ID 


111379 1.R1040 


5' -most EST 


seb700652008.hl 


Seq. No. 


23986 


Contig ID 


111387_1.R1040 


D — mOSt HjOI 


rae / uuo /z la y . ni 


Method 


BLASTX , 


NCBI GI 


g3169010 


BLAST score 


161 


E value 


4.0e-ll 


Match length 


66 


% identity 


53 


NCBI Description 


(AJ006412) putative 


Seq. No. 


23987 


Contig ID 


111401 1.R1040 


z> mo si- £j o i 


5cu /uuojzujj.ni 


Method 


BLASTX 


NCBI GI 


g3928099 


BLAST score 


340 


E value 




Match length 


123 


% identity 


27 


NCBI Description 


(AC005770) unknown 


Seq. No. 


23988 


Contig ID 


111406 1.R1040 


5 T -most EST 


kmv700740293.hl 


Method 


BLASTX 


NCBI GI 


g4455192 


BLAST score 


254 


E value 


7.0e-22 


Match length 


82 


% identity 


30 


NCBI Description 


(AL035440) putative 


Seq. No. 


23989 


Contig ID 


111409 1.R1040 


5 f -most EST 


seb700652074.hl 


Seq. No. 


23990 


Contig ID 


111418 1.R1040 


5' -most EST 


g5678016 



3800 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2656027 

38 

8.0e-12 

227 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJH22 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity - 
NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23991 

111429J., R1040 

gsv701055201.hl 

BLASTX 

g2244981 

173 

2.0e-12 

37 
86 

(Z97340) similarity to proline-rich protein APG - 
Arabidopsis [Arabidopsis thaliana] 

23992 

111431J..R1040 

fua701042912.hl 

BLASTX 

g3023637 

603 

2.0e-62 

255 

47 

PROBABLE ATP -DEPENDENT RNA HELICASE HRH1 (DEAH BOX PROTEIN 

8) >gi_1362899__pir A56236 probable RNA helicase 1 - human 

>gi_807817_dbj_BAA09078_ (D50487) RNA helicase (HRH1) [Homo 
sapiens] 

23993 

111474JL.R1040 

uC-gmronoir02 9cl0bl 

BLASTX 

gl665771 

255 

1.0e-21 

225 
26 

(D87440) Similar to Plasmodium falciparum glutamic 
acid-rich protein precursor (A54514) [Homo sapiens] 

23994 

111486JL.R1040 

kll701215160.hl 

BLASTX 

g3004565 

237 

5.0e-35 

146 

23 

(AC003673) putative protein kinase [Arabidopsis thaliana] 



3801 



€1 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23995 

111506JL.R1040 

bth700848002.hl 

BLASTX 

g2190553 

255 

6.0e-42 

134 

67 

(AC001229) Strong similarity to Arabidopsis 
zeta-crystallin-like protein (gb_Z49268) . [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



23996 

111528_1.R1040 
seb700652444.hl 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23997 

111532JL.R1040 

fde700876126.hl 

BLASTN 

gl370199 

54 

2.0e-21 

188 
83 

L.japonicus mRNA 



for small GTP-binding protein, RAC1 



Seq. No. 
Contig ID 
5' -most EST 



23998 

111537_1.R1040 
seb700652332.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23999 

111549JL.R1040 

seb700652349.hl 

BLASTN 

g2760172 

57 

6.0e-23 

230 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUB3, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Contig ID 
5 '-most EST 



24000 

111563JL.R1040 
zhf700955923.hl 



Seq. No. 
Contig ID 
5' -most EST 



24001 

111565_1.R1040 
epx701105753.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 



24002 

111604_1.R1040 

leu701144462.hl 

BLASTX 



3802 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3128194 
577 

2.0e-59 

171 

65 

(AC004521) putative heme A: f arnesyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24003 

111607_1.R1040 
uC-gmflininsoy099b02bl 

24004 

111612_1.R1040 

jC-gmle01810083f05al 

BLASTX 

g4510348 

518 

2.0e-52 

147 

67 

(AC006921) unknown protein [Arabidopsis thaliana] 
24005 

111631_1.R1040 

seb700652482.hl 

BLASTX 

g4512659 

595 

1.0e-61 

176 

66 

(AC006931) putative protein kinase [Arabidopsis thaliana] 
>gi_4544465_gb_AAD22372.1_AC006580_4 (AC006580) putative 
protein kinase [Arabidopsis thaliana] 

24006 

111634J..R1040 

seb700652487.hl 

BLASTX 

g2244865 

166 

1.0e-ll 

36 

72 

(297337) hypothetical protein [Arabidopsis thaliana] 
24007 

111638_1.R1040 

seb700652492.hl 

BLASTX 

g4539460 

146 

3>0e-09 

101 

7 

(AL049500) putative protein [Arabidopsis thaliana] 



3803 



Seq. No. 


24008 


Contig ID 


111651 1.R1040 


5 '-most EST 


vwf700673542.hl 


Method 


BLASTX 


NCBI GI 


g4249385 


BLAST score 


443 


E value 


5.0e-44 


Match length 


88 


% identity 


91 


NCBI Description 


(AC005966) T2K10 


Seq. No. 


24009 


Contig ID 


111659 1.R1040 


5' -most EST 


gsv701049542.hl 


Seq. No. 


24010 


Contig ID 


111665 1.R1040 


5 1 -most EST 


seb700652544.hl 


Method 


BLASTX 


NCBI GI 


g3152593 


BLAST score 


274 


E value 


7.0e-24 


Match length 


225 


% identity 


38 


NCBI Description 


(AC002986) Conta 



[Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



interactor gb__L40410 from Homo sapiens, 
thaliana] 

24011 

111682_1.R1040 

seb700652584.hl 

BLASTX 

g3983665 

423 

8.0e-42 

119 

71 

(AB011271) importin-beta2 [Oryza sativa] 



24012 

111737_1.R1040 

zzp700834286.hl 

BLASTX 

g2262157 

476 

7.0e-48 

146 

62 

(AC002329) putative ligand-gated ion channel protein 
[Arabidopsis thaliana] 

24013 

111751JL.R1040 
seb700652710.hl 



Seq. No. 



24014 



3804 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



111758JL.R1040 

seb700652718.hl 

BLASTX 

g2829889 

288 

1.0e-25 
71 

75 , . . 1 

(AC002396) Hypothetical protein [Arabidopsis thalianaj 

24015 

111793_1.R1040 
seb700652765.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



24016 

111808__1.R1040 
seb700652783.hl 

24017 

111827JL.R1040 

seb700652815.hl 

BLASTX 

g3560144 

272 

4.0e-26 

191 

40 

(AL031534) putative asparagine synthase 
[Schizosaccharomyces pombe] 

24018 

111864_1.R1040 

seb700652861.hl 

BLASTX 

g3183454 

241 

2,0e-20 
98 

HYPOTHETICAL 30.7 KD PROTEIN IN MCPC-KINA INTERGENIC REGION 
>qi 2632217 emb CAA10859_ (AJ222587) YkwC protein [Bacillus 
subtilis] >gi_2633767_emb_CAB13269_ (Z99111) similar to 
3-hydroxyisobutyrate dehydrogenase [Bacillus subtilis] 

24019 

111892_1.R1040 
uC-gmronoir004e09bl 

24020 

111924_1.R1040 
uC-gmflminsoy064e03bl 

24021 

111924_2.R1040 
gsv701043859.hl 



Seq. No. 



24022 



3805 



# 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID - 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



111930_1.R1040 
g4397601 

24023 

111940JL.R1040 
ncj700983214.hl 

24024 

111944_1.R1040 
zhf700963949.hl 

24025 

111968_1.R1040 
seb700652991.hl 

24026 

111979_1.R1040 

fC-gmst700653015fl 

BLASTX 

gl020315 

422 

5.0e-41 
230 

43 . -, 

(U36310) glycerol-3-phosphate dehydrogenase [Homo sapiens] 
>gi 1389721 (U40367) glycerol-3-phosphate dehydrogenase 
[Homo sapiens] 

24027 

111991_1.R1040 
seb700653032.hl 
BLASTX 
g434765 
150 

6.0e-10 
52 
56 

(D21262) ORF [Homo sapiens] 
24028 

112001JL.R1040 
seb700653044.hl 

24029 

112016_1.R1040 
seb700653076.hl 
BLASTX 
g3327868 
144 

5.0e-09 
101 
38 

(AB012912) COPl-Interacting Protein 7 (CIP7) [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 



24030 

112025 1.R1040 



3806 



© 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmronoir015ellbl 

BLASTX 

g417036 

150 

1.0e-09 

89 
37 

TRANSLATION INITIATION FACTOR EIF-2B DELTA SUBUNIT (EIF-2B 
GDP-GTP EXCHANGE FACTOR) (GUANINE NUCLEOTIDE EXCHANGE 
FACTOR SUBUNIT GCD7) (GCD COMPLEX SUBUNIT GCD7) 
>gi_477773_pir B48156 translation regulator GCD7 - yeast 

(Saccharomyces cerevisiae) >gi_171576 (L07116) guanine 
nucleotide exchange factor, eIF-2B, delta subunit 

[Saccharomyces cerevisiae] >gi_596047 (U17243) Subunit of 
the guanine nucleotide exchange factor for EIF-2 

[Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5' -most EST 



24031 

112050_1.R1040 
seb700653125.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24032 

112052_1.R1040 

seb700653127.hl 

BLASTX 

gl23613 

438 

3.0e-43 

99 

80 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_100222_pir S14 94 9 

heat shock cognate protein 70 - tomato 

>gi_19256_emb_CAA37970_ (X54029) heat shock protein cognate 
70 [Lycopersicon esculentum] 



Seq. No. 
Contig ID 
5 1 -most EST 



24033 

112065JL.R1040 
seb700653146.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24034 

112096JL.R1040 

seb700653184.hl 

BLASTX 

g2494144 

151 

9.0e-10 

52 

65 

(AC002329) predicted leucine-rich protein [Arabidopsis 
tha liana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



24035 

112116_1.R1040 

zzp700834570.hl 

BLASTX 

g2947063 

182 



3807 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-13 

68 
51 

(AC002521) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

24036 

112119_1.R1040 

uC- gmr omi n s oy 1 0 4 a 0 3b 1 

BLASTX 

g2505876 

279 

7.0e-25 

57 

89 

(Y12776) MYB-related protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 f -most EST 



24037 

112120_1.R1040 
kl!701210710.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



24038 

112124_1.R1040 

dpv701103013.hl 

BLASTX 

g3935157 

234 

3.0e-19 

78 
55 

(AC005106) T25N20.21 
24039 

112127_1.R1040 
leu701149661.hl 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 



24040 

112127_2.R1040 
asj700967378.hl 

24041 

112133JL.R1040 
jC-gmro02910022c02al 

24042 

112134_2.R1040 
leu701148549.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



24043 

112138_1.R1040 
uC-gmflminsoy064e04bl 

24044 

112147_1.R1040 
fua701042588.hl 
BLASTN 
gl6220 



3808 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 



87 

4.0e-41 

257 
86 

A.thaliana mRNA for mitochondrial chaperonin hsp60 
24045 

112162_1.R1040 
seb700653434.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 1 -most EST 



24046 

112163J..R1040 
gsv701052749.hl 

24047 

112173JL.R1040 

kll701213309.hl 

BLASTX 

gl208886 

226 

3.0e-18 

158 

31 

(U50135) coded for by C. elegans cDNA yk4€fl.3; coded for 
by C. elegans cDNA yk46fl.5; weakly similar to S. 
cerevisiae vanadate resistance protein G0G5/VRG4 
(GB;L33915) [Caenorhabditis elegans] 

24048 

112198JL.R1040 

f jg700968370.hl 

BLASTX 

g3044214 

578 

1.0e-59 

141 
76 

(AF057044) acyl-CoA oxidase [Arabidopsis thaliana] 
24049 

112209_1.R1040 

jC-gmle01810041b02al 

BLASTX 

g2244973 

422 

2.0e-41 

207 

45 

(Z97340) similarity to extensin class 1 protein 
[Arabidopsis thaliana] 

24050 

112241_1.R1040 
zhf700957041.hl 



Seq. No. 
Contig ID 



24051 

112264 1.R1040 



3809 



5* -most EST 


kll701214302.hl 


Method 


BLASTX 


WPRT (IT 


crA OA Q41 ^ 


BLAST score 


618 


E value 


6.0e-64 


Match length 


141 






NCBI Description 


(AC006072) unknown 


Seq. No. 


24052 


Contig ID 


112264 2.R1040 


5 T -most EST 


jC-gmle01810077dlO< 


Seq. No. 


24053 


Contig ID 


112271 1.R1040 


5' -most EST 


zhf700955122.hl 


Method 


BLASTX 


NCBI GI 


g687844 






E value 


5.0e-16 


Match length 


86 


% identity 


7 


iNv^Dx L>escripcion 


^uziozuj coniains 




elegans] 


Seq. No. 


24054 


Contig ID 


112275 1.R1040 


5* -most EST 


seb700653435.hl 


Seq. No. 


24055 


Contig ID 


112303 1.R1040 


5 '-most EST 


zhf700963447.hl 


Method 


BLASTN 




y ^ lOlU 00 


BLAST score 


209 


E value 


1.0e-114 


Match length 


603 


% identity 


84 


NCBI Description 


N.tabacum mRNA for 


Seq. No. 


24056 


Contig ID 


112319 1.R1040 


5 T -most EST 


crh700852313.hl 


Method 


BLASTX 


NCBI GI 


g3152576 


BLAST score 


360 


E value 


3.0e-34 


Match length 


121 


% identity 


54 


NCBI Description 


(AC002986) Similar 



[Arabidopsis thaliana] 



clone Rl-1 



gb__L27651 from Rattus norviegicus. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 f -most EST 
Method 
NCBI GI 



24057 

112331JL.R1040 
sat701010490.hl 
BLASTX 
g4006909 



3810 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221 

4.0e-18 

67 

66 

(Z99708) putative protein [Arabidopsis thaliana] 
24058 

112336_1.R1040 

rca701000871.hl 

BLASTX 

gl935912 

286 

1.0e-25 

123 
44 

(U77346) LLS1 [Zea mays] 



24059 

112359_1.R1040 

fC-gmst700653543a5 

BLASTX 

g861157 

694 

3.0e-73 

174 

74 

(Z35163) cell wall 
[Vicia faba] 



invertase II; beta-furanof ructosidase 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24060 

112364JL.R1040 

jC-gmfl02220053d04al 

BLASTX 

gl706256 

330 

9.0e-31 

105 
58 

PEPT I D YL- PROLYL CIS-TRANS ISOMERASE 10 (PPIASE) (ROTAMASE) 
(CYCLOPHILIN-10) >gi_733577 (U23453) similar to 
peptidyl-prolyl cis-trans isomerase (PPIASE) (CYCLOPHILIN) 
[Caenorhabditis elegans] >gi__1155225 (U34954) cyclophilin 
isoform 10 [Caenorhabditis elegans] 

24061 

112371_2.R1040 

eep700870304.hl 

BLASTN 

g2264318 

50 

5.0e-19 
163 



Arabidopsis thaliana genomic DNA, chromosome 5, 
MUP24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 



24062 



3811 



CD 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



112376J..R1040 

leu701150803.hl 

BLASTX 

g4314355 

282 

4.0e-25 

125 

46 

(AC006340) unknown protein [Arabidopsis thaliana] 
24063 

112379JL.R1040 

seb700653565.hl 

BLASTX 

g3695019 

338 

3.0e-41 

157 

58 

(AF055848) subtilisin-like protease [Arabidopsis thaliana] 
24064 

112407_1.R1040 
seb700653663.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24065 

112414JL.R1040 

dpv701102410.hl 

BLASTX 

g4510400 

196 

8.0e-15 

49 

76 

(AC006587) putative vacuolar-type H(+)-ATPase [Arabidopsis 
thaliana] 

24066 

112421JL.R1040 

uC-gmflminsoy032f08bl 

BLASTX 

g4038491 

810 

7.0e-87 

194 

80 

(AJ131705) poly (ADP-ribose) polymerase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



24067 

112424JL.R1040 

seb700653629.hl 

BLASTX 

g4544431 

472 

1.0e-47 
111 



3812 



% identity 


79 


NCBI Description 


(AC006955) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


24068 


Contig ID 


112427 1.R1040 


5' -most EST 


seb700653634.hl 


Method 


BLASTX 


NCBI GI 


gl4yi lL£ 


BLAST score 


182 


E value 


2.0e-13 


Match length 


75 


% identity 


51 


NCBI Description 


(X99961) unknown [Homo sapiens] 


Seq. No. 


24069 


Contig ID 


112431 1.R1040 


5 '-most EST 


jC-gmro02910038al0al 


Method 


BLASTN 


NCBI GI 


g3695060 


BLAST score 


60 


E value 


5.0e-25 


Match length 


144 


% identity 


85 


NCBI Description 


Lotus japonicus rac GTPase activating protein 2 mRNA, 




partial cds 


Seq. No. 


24070 


Contig ID 


112431 2.R1040 


5 '-most EST 


jC-gmfl02220101b06al 


Seq. No. 


24071 


Contig ID 


112451_1.R1040 


5 '-most EST 


uC-gmropiclllb03bl 


Seq. No. 


24072 


Contig ID 


112463 1.R1040 


5 '-most EST 


seb700653674.hl 


Seq. No. 


24073 


Contig ID 


112477 1.R1040 


5' -most EST 


seb700653690.hl 


Seq. No. 


24074 


Contig ID 


112533 1.R1040 


5 '-most EST 


seb700653765.hl 


Method 


BLASTX 


NCBI GI 


g4433618 


BLAST score 


202 


E value 


1.0e-15 


Match length 


90 


% identity 


52 


NCBI Description 


(AF107585) putative myosin heavy chain [Dendrobium gre 




Madame Thong-IN] 


Seq. No. 


24075 


Contig ID 


112533 2.R1040 


5' -most EST 


fua701041060.hl 



3813 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



24076 

112535_1.R1040 

smc700750054.hl 

BLASTX 

gl946355 

259 

2.0e-22 

90 

53 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 

24077 

112535_2.R1040 
seb700653767.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



24078 

112541_1.R1040 

seb700653779.hl 

BLASTX 

gl946367 

158 

1.0e-10 

107 

36 

(U93215) unknown protein [Arabidopsis thaliana] 
24079 

112567_1.R1040 

fua701038969.hl 

BLASTX 

g2739366 

330 

3.0e-31 

209 
38 

(AC002505) SF16 like protein [Arabidopsis thaliana] 
24080 

112569_1.R1040 

seb700653822.hl 

BLASTX 

g2642157 

185 

1.0e-13 

128 

38 

(AC003000) ankyrin-like protein [Arabidopsis thaliana] 
24081 

112577JL.R1G40 
jC-gmfl02220055e07al 



Seq. No. 

Contig ID 



24082 

112625 1.R1040 



3814 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



seb700653892.hl 

BLASTX 

g3024689 

146 

1.0e-09 

87 
36 

TRANSCRIPTION INITIATION FACTOR TFIID 100 KD SUBUNIT 
(TAFII-100) (TAFII100) >gi_1491718_emb_CAA64777_ (X95525) 
hTAFIHOO [Homo sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24083 

112636_1.R1040 

uC-gmrominsoy248g04bl 

BLASTX 

g3451074 

220 

1.0e-17 

87 
55 

(AL031326) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



24084 

112651JL.R1040 
fua701042788.hl 



Seq. No. 
Contig ID 
5 '-most EST 



24085 

112654_1.R1040 
gsv701045294.hl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24086 

112673_1.R1040 

leu701153577.hl 

BLASTX 

gl621268 

1055 

1.0e-115 

276 
52 

(Z81012) unknown [Ricinus communis] 



Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24087 

112674__1.R1040 

uC-gmrominsoy063g09bl 

BLASTX 

g4454011 

895 

1.0e-146 

377 

66 

{AL035396) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



24088 

112676_1.R1040 
seb700654245.hl 
BLASTX 
g99992 



3815 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



325 

1.0e-30 

87 
38 

protein disulf ide-isomerase (EC 5.3.4.1) precursor - 
alfalfa (clone B2) >gi_166418 (M82973) putative 
endomembrane protein; putative [Medicago sativa] 

24089 

112681JL.R1040 

seb700654011.hl 

BLASTX 

g2980777 

580 

1.0e-59 

162 
74 

(AL022198) putative protein [Arabidopsis thaliana] 
24090 

112683_1.R1040 
zvp700764220.hl 

24091 

112687_1.R1040 

leu701145562.hl 

BLASTX 

g3688284 

204 

3.0e-16 

61 

67 

(AJ011567) lanatoside 15 * -O-acetylesterase [Digitalis 
lanata] 

24092 

112703_1.R1040 

jC-gmro02910074g05al 

BLASTX 

g3292824 

318 

3.0e-29 

86 

71 

(AL031018) putative protein [Arabidopsis thaliana] 
24093 

112703_2.R1040 

zzp700834585.hl 

BLASTX 

g3292824 

416 

9.0e-41 

110 

73 

(AL031018) putative protein [Arabidopsis thaliana] 



3816 



# 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24094 

112735_1.R1040 

ncj700987754.hl 

BLASTX 

gl001263 

189 

3.0e-14 

90 
48 

(D64003) hypothetical protein [Synechocystis sp.] 
24095 

112737JL.R1040 

seb700654115.hl 

BLASTX 

g3776557 

218 

6.0e-18 

65 
52 

(AC005388) Contains similarity to gi_29244 95 hypothetical 
protein Rvl920 from Mycobacterium tuberculosis genome 
gb_AL022020. [Arabidopsis thaliana] 

24096 

112744JL.R1040 

jC-gmro02910037hl2al 

BLASTX 

gl208784 

404 

3.0e-39 

124 

57 

(U48371) alcohol dehydrogenase [Pinus banksiana] 
24097 

112744_2.R1040 

zhf700963088.hl 

BLASTX 

gl076647 

253 

1.0e-21 

78 
62 

alcohol dehydrogenase 2 - garden petunia >gi_829592 
(U25536) alcohol dehydrogenase-2 [Petunia hybrida] 

24098 

112745JL.R1040 

seb700654124.hl 

BLASTX 

g3242728 

130 

7.0e-14 

120 
44 

(AC003040) unknown protein [Arabidopsis thaliana] 



3817 



# 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24099 

112765J..R1040 

hyd700728025.hl 

BLASTX 

g4467126 

303 

1.0e-36 

307 
34 

(AL035538) guanine nucleotide-exchange protein-like 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 T -most EST 



24100 

112769_1.R1040 
ncj700988378.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24101 

112775JL.R1040 

pcp700994491.hl 

BLASTX 

g2244866 

307 

5.0e-28 

143 

51 

(Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



24102 

112806JL.R1040 
kll701206321.hl 



Seq. No. 

Contig ID 
5 '-most EST 



24103 

112815JL.R1040 
seb700654217.hl 



Seq. No. 
Contig ID 
5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24104 

112818_1.R1040 

wrg700787833.h2 

BLASTX 

g559713 

406 

6.0e-40 

95 
80 

(D38552) The hal539 protein is related to cyclophilin. 
[Homo sapiens] 



Seq. No. 
Contig ID 
5 1 -most EST 



24105 

112826JL.R1040 
2hf700960152.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



24106 

112827JL.R1040 
zhf700958215.hl 
BLASTX 
g3142289 



3818 



ft 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



323 

7.0e-30 

123 

49 

(AC002411) Strong similarity to beta-keto-Coa synthase 
gb_U37088 from Simmondsia chinensis. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



24107 

112827_2.R1040 
seb700654231.hl 



Seq. No. 

Contig ID 

5 f -most EST 

Method v 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24108 

112830JL.R1040 

kmv700741920.hl 

BLASTN 

g633606 

170 

1.0e-90 

393 
86 

P. sativum mRNA for chloroplastic outer envelope membrane 
protein (OEP75) 



Seq. No. 
Contig ID 
5' -most EST 



24109 

112844JL.R1Q40 
seb700654254.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24110 

112856JL.R1040 
ncj700981950.hl 

24111 

112863JL.R1040 

gsv701051226.hl 

BLASTX 

g3236238 

249 

2.0e-21 

94 

53 

(AC004684) putative ARF1 GTPase activating protein 
[Arabidopsis thaliana] >gi_45197 92_dbj_JBAA75744 . 1_ 
(AB017876) Aspl [Arabidopsis thaliana] 

24112 

112901JL.R1040 

fde700872625.hl 

BLASTX 

g3176709 

628 

3.0e-65 

307 
44 

(AC002392) putative anthranilate 

N-hydroxycinnamoyl/benzoyltransf erase [Arabidopsis 
thaliana] 



3819 



Seq. No. 


24113 


Contig ID 


112918 1.R1040 


5 1 -most EST 


uaw700665247.hl 


Seq. No. 


24114 


Contig ID 


112922 1.R1040 


5 1 -most EST 


zvj700605156.h2 


Seq. No. 


24115 


Contig ID 


112929 1.R1040 


5' -most EST 


zvj700605168.h2 


Method 


BLASTX 


NCBI GI 


gl806142 


BLAST score 


341 


E value 


3.0e-32 


Match length 


99 


% identity 


69 


NCBI Description 


(X97315) cdc2MsD [Medicago sativa] 


Seq. No. 


24116 


Contig ID 


112945 1.R1040 


5' -most EST 


pxt700946095.hl 


Method 


BLASTX 


NCBI GI 


g2245131 


BLAST score 


204 


E value 


8.0e-16 


Match length 


151 


% identity 


35 


NCBI Description 


(Z97344) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


24117 


Contig ID 


112953 1.R1040 


5 1 -most EST 


hyd700728573.hl 


Method 


BLASTX 


NCBI GI 


— AACAAE'S 

g4454453 


BLAST score 


337 


E value 


1.0e-51 


Match length 


290 


% identity 


47 


NCBI Description 


(AC006234) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


24118 


Contig ID 


112956 1.R1040 


5 '-most EST 


2vj700605211.h2 


Method 


BLASTX 


NCBI GI 


g2104535 


BLAST score 


548 


E value 


3.0e-56 


Match length 


147 


% identity 


76 


NCBI Description 


(AF001308) T10M13.13 [Arabidopsis thaliana] 


Seq. No. 


24119 


Contig ID 


112959 1.R1040 


5' -most EST 


uxk700672792.hl 


Method 


BLASTX 


NCBI GI 


g4063751 



3820 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



292 

4.0e-26 

199 

32 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409_gb_AAD21495.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 



Seq. No. 


24120 


Contig ID 


112979 1.R1040 


5' -most EST 


jC-gmfl02220085bl2al 


Method 


BLASTX 


NCBI GI 


g2654868 


BLAST score 


366 


E value 


7.0e-35 


Match length 


163 


^ lueiiLiLy 


o u 


NCBI Description 


(AF015301) RbohApl08 [Arabidopsis thaliana 


Seq. No. 


24121 


Contig ID 


112983 1.R1040 


5" -most EST 


zvj700605251.h2 


Method 


BLASTX 


NCBI GI 


g3355490 


BLAST score 


226 


E value 


7.0e-19 


Match length 


69 


% identity 


58 


NCBI Description 


(AC004218) putative dolichyl -phosphate 




beta-glucosyltransf erase [Arabidopsis thai 


Seq. No. 


24122 


Contig ID 


112985 1.R1040 


5 '-most EST 


zvj700605255.h2 


Method 


BLASTX 


NCBI GI 


g2462749 


BLAST score 


563 


E value 


8.0e-58 


Match length 


145 


% identity 


79 



NCBI Description 



(AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24123 

112986JL.R1040 

zvj700605256.h2 

BLASTX 

g2191178 

203 

4.0e-16 

69 

57 

(AF007270) contains similarity to MIPP proteins 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 



24124 

112991 1.R1040 



3821 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



zvj700605263.h2 

BLASTX 

g4580398 

245 

4.0e-21 

82 
63 

(AC007171) putative protein kinase APK1A [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



24125 

112998J..R1040 
zvj700605273.h2 

24126 

113002JL.R1Q40 

zvj700605277.h2 

BLASTX 

gl708971 

518 

2.0e-52 

235 

46 

(R)-MANDELONITRILE LYASE ISOFORM 1 PRECURSOR 
(HYDROXYNITRILE LYASE 1) ( (R) -OXYNITRILASE 1) 

>gi_421871_pir S32156 mandelonitrile lyase (EC 4,1.2.10) - 

black cherry >gi_288116_emb_CAA51194_ (X72617) 
mandelonitrile lyase [Prunus serotina] >gi_1730332 (U78814) 
(R) -(+) -mandelonitrile lyase isoform MDL1 precursor [Prunus 

serotina] >gi_109077 6_prf 2019441A mandelonitrile lyase 

[Prunus serotina] 

24127 

113017_1.R1040 
art700605306.h2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



24128 

113070JL.R1040 

xzy700966852.hl 

BLASTN 

g4220643 

42 

4.0e-14 

90 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MWD22, complete sequence [Arabidopsis thaliana] 

24129 

113070^2. R1040 
uC-gmronoir020d04bl 

24130 

113106JL.R1040 
jex700905323.hl 



PI clone: 



Seq. No. 



24131 



3822 



(ID 



Contig ID 


11314y 1.K1U4U 


S'-most EST 


ul gmrouiinsoyz o^nu yu± 


Method 


TIT TVfimV 

BLASTX 


NCBI GI 


g!174199 


BLAST score 


235 


E value 


/ . ue — zu 


Match length 


112 


% identity 


52 


NCBI Description 


(U4476U) S2b-rKb [DJicoriana raDacumj 


Seq. No. 


24132 


Contig ID 


113151 1.R1U4U 


5 f -most EST 


art / uuoUD4i?o. nz 


Method 


BLASTX 


NCBI GI 


g2827705 


BLAST score 


214 


E value 


4 . Ue-l / 


Match length 


141 


% identity 


12 


NCBI Description 


(AL021684) predicted protein [Arabidopsis thaliana] 


Seq- No. 


O A 1 O O 

2413 J 


Contig ID 


113176 1.R1U4U 


5' -most EST 


taw70065814 6 .hi 


Seq. No* 


24134 


Contig ID 


113180_1 .R1040 


5' -most EST 


• t a i 01 a a c o •£ a i -il 

jC-gmle01ol0ub2iuiai 


Method 


BLAST N 


NCBI GI 


g829118 


BLAST score 


196 


E value 


1.0e-106 


Match length 


484 


% identity 


85 


NCBI Description 


P. vulgaris gene for cyclophilin 


Seq. No. 


24135 


Contig ID 


113183 1.R1040 


5 T -most EST 


taw7u(Joo4 joo . nl 


Method 


BLASTX 


NCBI GI 


gl871180 


BLAST score 


254 


E value 


1 , Oe-21 


Match length 


133 


% identity 


47 


NCBI Description 


(U90439) unknown protein [Arabidopsis thaliana] 


Seq. No. 


24136 


Contig ID 


113192_1 .R1040 


5 '-most EST 


1 *7 A 1 01 CO/11 V»T 

Kll /U121oz4l, nl 


Method 


BLASTX 


NCBI GI 


g4 U4 y4 Ul 


BLAST score 


349 


E value 


4.0e-33 


Match length 


82 


% identity 


82 


NCBI Description 


(AJ131580) glutathione transferase At GST 10 [Arabi 



3823 



thaliana] 



_Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



24137 

113194JL.R1040 

fC-gmse700654386yl 

BLASTX 

g2130082 

680 

3.0e-71 

310 

46 

protein kinase Xa21 (EC 2.7.1.-) - rice >gi_1122443 
(U37133) receptor kinase-like protein [Oryza sativa] 
>gi_2586085 (U72723) receptor kinase-like protein [Oryza 

longistaminata] >gi_1586408_prf 2203451A receptor 

kinase-like protein [Oryza sativa] 



Seq. No. 
Contig ID 
5 1 -most EST 



24138 

113220JL.R1040 
taw700654435.hl 



Seq. No. 

Contig ID 

5 F -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24139 

113227_1.R1040 

taw700654446.hl 

BLASTX 

g2462745 

216 

6.0e-26 

108 

55 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



24140 

113232JL.R1040 
taw700658808.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24141 

113233 J. . R1040 

jC-gmro02800031d06al 

BLASTN 

g3021343 

277 

1.0e-154 

534 
88 

Cicer arietinum mRNA for hypothetical protein homologous to 
EST B23019 



Seq. No. 
Contig ID 
5 '-most EST 



24142 

113233_2. R1040 
uC-gmrominsoyl55b05bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



24143 

113233_3.R1040 
rlr700895471.hl 
BLASTN 
g3021343 



3824 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



125 

6.0e-64 

185 

92 

Cicer arietinum mRNA for hypothetical protein homologous to 
EST B23019 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24144 

113240JL.R1040 

taw700654472.hl 

BLASTN 

g938299 

64 

1.0e-27 

236 

83 

V.ungiculata mRNA for unknown protein {A3 gene) 



Seq. No. 

Contig ID 
5' -most EST 



24145 

113268_1.R1040 
smc700744721.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24146 

113293JL.R1040 

jC-gmro02910047hl2al 

BLASTX 

g2191136 

212 

6.0e-17 

122 

39 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T4 6230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H7 6290 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
S'-most EST 



24147 

113297_1.R1040 
gsv701051363.hl 



Seq. No. 

Contig ID 
5 '-most EST 



24148 

113298_1.R1040 
taw700654567.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24149 

113299_1.R1040 

g5752943 

BLASTX 

g3298441 

361 

3.0e-34 
89 
78 

(AB010879) 
tabacum] 



chloroplast ribosomal protein L10 [Nicotiana 



Seq. No. 



24150 



3825 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



113299_2. R1040 

wvk700686195.hl 

BLASTX 

g3298441 

373 

3.0e-36 

85 

80 

(AB010879) chloroplast ribosomal protein L10 [Nicotiana 
tabacum] 

24151 

113319J..R1040 

ncj700988593.hl 

BLASTX 

g2388582 

538 

7.0e-55 

140 

68 

(AC000098) Contains similarity to Rattus O-GlcNAc 
transferase (gb_JJ7 6557) . [Arabidopsis thaliana] 

24152 

113345JL.R1040 
uC-gmrominsoy034c09bl 

24153 

113353JL.R1040 

pmv700889074.hl 

BLASTX 

g4335773 

269 

2.0e-23 

151 

51 

(AC006284) unknown protein [Arabidopsis thaliana] 
24154 

113372J..R1040 
uC-gmf IminsoyO 4 5g0 Ibl 

24155 

113394J..R1040 

sat701012155.hl 

BLASTN 

g4567259 

54 

2.0e-21 

158 

84 

Arabidopsis thaliana chromosome II BAC F3K23 genomic 
sequence, complete sequence 

24156 

113400JL.R1040 
xpa700797932.hl 



3826 



Seq. No. 
Contig ID 
5 1 -most EST 



24157 

113406JL.R1040 
fua701041972.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



24158 

113419JL.R1040 
zhf700959048.hl 

24159 

113419_2.R1040 

jC-gmro02910069b06al 

BLASTX 

gl653380 

214 

6.0e-17 

115 
38 

(D90913) hypothetical protein [Synechocystis sp.] 



24160 

113424JL.R1040 

taw700654811.hl 

BLASTX 

g2224663 

174 

1.0e-12 

73 

52 

(AB002359) KIAA0361 



[Homo sapiens] 



24161 

113427JL.R1040 
taw700654815.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5* -most EST 



24162 

113436JL.R1040 

taw700654828.hl 

BLASTX 

g3451075 

652 

6.0e-87 

214 

74 

(AL031326) putative protein [Arabidopsis thaliana] 
24163 

113489JL.R1040 
sat701013345.hl 



Seq. No. 

Contig ID 
5 1 -most EST 



24164 

113489__2.R1040 
taw700654903.hl 



Seq. No. 
Contig ID 
5' -most EST 



24165 

113507JL.R1040 
taw700654927.hl 



3827 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3980406 

275 

1.0e-24 

90 
58 

(AC004561) putative tropinone reductase [Arabidopsis 
thaliana] 



Seq. No. 


24166 


Contig ID 


113527 1.R1040 


5' -most EST 


awf700836851.hl 


Method 


BLASTX 


NCBI GI 


g3461815 


BLAST score 


166 


E value 


8.0e-12 


Match length 


45 


% identity 


69 


NCBI Description 


(AC004138) hypothetical protein [Arabidopsis thai 


Seq. No. 


24167 


Contig ID 


113529 1.R1040 


5 '-most EST 


gsv701055015.hl 


Seq. No. 


24168 


Contig ID 


113533 1.R1040 


5 '-most EST 


taw700655825.hl 


Method 


BLASTX 


NCBI GI 


g3080375 


BLAST score 


184 


E value 


5 . Oe-14 


Match length 


53 


% identity 


58 


NCBI Description 


(AL022580) putative protein [Arabidopsis thaliana 


Seq. No. 


24169 


Contig ID 


113558 1.R1040 


5' -most EST 


rlr700900137.hl 


Method 


BLASTX 


NCBI GI 


gl651907 


BLAST score 


325 


E value 


3.0e-30 


Match length 


113 


% identity 


55 


NCBI Description 


(D90901) spore germination protein c2 [Synechocys 


Seq. No. 


24170 


Contig ID 


113565 1.R1040 


5 '-most EST 


jsh701064181.hl 


Seq. No. 


24171 


Contig ID 


113572 1.R1040 


5 T -most EST 


taw70Q655021.hl 


Seq. No. 


24172 


Contig ID 


113595 1.R1040 


5" -most EST 


leu701149275.hl 



3828 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



BLASTN 
gl8651 
486 

0.0e+00 

511 

98 

Soybean gene for heat shock protein Gmhspl7.9-D (class VI) 
24173 

113595__2.R1040 

hrw701060520.hl 

BLASTN 

gl8651 

188 

1.0e-101 

288 
91 

Soybean gene for heat shock protein Gmhspl7.9-D (class VI) 
24174 

113595_3.R1040 

awf700839582.hl 

BLASTN 

g!8651 

149 

2.0e-78 

217 

92 

Soybean gene for heat shock protein Gmhspl7 . 9-D (class VI) 
24175 

113597_1.R1040 
k!1701214832.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



24176 

113607_1.R1040 

g4305882 

BLASTX 

g3341687 

161 

2-0e-10 

82 
40 

(AC003672) putative ras protein [Arabidopsis thaliana] 
24177 

113611_1.R1040 
rca700999535.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



24178 

113647JL.R1040 

jsh701065654.hl 

BLASTX 

g2289004 

174 

7.0e-13 
63 



3829 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 

(AC002335) hypothetical protein [Arabidopsis thaliana] 
>gi_3763939 (AC004450) hypothetical protein [Arabidopsis 
thaliana] 

24179 

113663JL.R1040 

g4298773 

BLASTN 

gl9497 

87 

5.0e-41 

256 
86 

L.polyphyllus pPLB07 mRNA 
24180 

113691_1.R1040 
jC-gmle01810078a01dl 



24181 

113721_1.R1040 

vzy700754933.hl 

BLASTX 

gl!30682 

361 

1.0e-49 

125 

75 

(Z46959) acetohydroxyacid synthase 



[Gossypium hirsutum] 



24182 

113739JL.R1040 

uC-gmflminsoy057d07bl 

BLASTX 

g4566530 

268 

2,0e-23 

113 

43 

(AF109733) SWI/SNF-related, matrix-associated, 
actin-dependent regulator of chromatin Dl [Homo sapiens] 

24183 

113774JL.R1040 

zhf7009594Gl.hl 

BLASTX 

g2462911 

818 

1.0e-87 

239 
57 

(Z83832) UDP-glucose: sterol glucosyltransf erase [Avena 
sativa] 



Seq. No. 
Contig ID 



24184 

113784 1.R1040 



3830 



CI 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



kll701207679.hl 

BLASTX 

g4512616 

352 

3.0e-33 

127 

60 

(AC004793) Contains similarity to gi_l 653332 extragenic 
suppressor (SuhB) from Synechocystis sp. gb_D90912 and is a 
member of the Inositol monophophatase family PF_00459. EST 
gb_AA597395 comes from this gene. [Arabidopsis tha 



Seq. No. 


24185 


Contig ID 


113785 1.R1040 


5 T -most EST 


taw700655525.hl 


Method 


BLASTX 


NCBI GI 


g4204286 


BLAST score 


174 


E value 


2.0e-21 


Match length 


146 


% identity 


47 


NCBI Description 


(AC003027) Unknown protein [Arabidopsis 


Seq. No. 


24186 


Contig ID 


113814 1.R1040 


5' -most EST 


rlr700901521.hl 


Seq. No. 


24187 


Contig ID 


113846 1.R1040 


5' -most EST 


taw700655657.hl 


Seq. No. 


24188 


Contig ID 


113848 1.R1040 


5 '-most EST 


pmv700892835.hl 


Method 


BLASTX 


NCBI GI 


g2655008 


BLAST score 


131 


E value 


5.0e-09 


Match length 


93 


% identity 


40 


NCBI Description 


{AF017144) (1-4) -beta-mannan endohydrol 




esculentum] 


Seq. No. 


24189 


Contig ID 


113862 1.R1040 


5 '-most EST 


taw700655701.hl 


Seq. No. 


24190 


Contig ID 


113883 1.R1040 


5 '-most EST 


g5677426 


Seq. No. 


24191 


Contig ID 


113909 1.R1040 


5 '-most EST 


jC-gmfl02220115c05al 


Method 


BLASTX 


NCBI GI 


g4538928 


BLAST score 


268 



3831 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 



2.0e-23 

102 
61 

(AL049483) putative protein [Arabidopsis thaliana] 
24192 

113909_2.R1040 

jC-gmle01810089fl0dl 

BLASTX 

g4538928 

196 

1.0e-14 

55 
75 

(AL04 9483) putative protein [Arabidopsis thaliana] 
24193 

113914_1.R1040 

smc700748821.hl 

BLASTX 

g2317908 

424 

3.0e-45 

139 

37 

(U89959) Unknown protein [Arabidopsis thaliana] 
24194 

113923JL.R1040 
taw700655793.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



24195 

113927_1.R1040 

asn701138430.hl 

BLASTX 

g4558659 

678 

2.0e-71 

183 

68 

(AC007063) unknown protein [Arabidopsis thaliana] 
24196 

113945JL.R1040 
taw700655821.hl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24197 

113950JL.R1040 

rca701001106.hl 

BLASTX 

g4406804 

318 

4.0e-29 

90 

54 

(AC006304) proline iminopeptidase [Arabidopsis thaliana] 



3832 



If 



Seq. No* 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



24198 

113990JL.R1040 
g5678039 

24199 

114012JL.R1040 
f jg700968490.hl 

24200 

114037J..R1040 
eep700869002,hl 

24201 

114037_2.R1040 
taw700660009.hl 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



24202 

114047JL.R1040 

wvk700682549.h2 

BLASTX 

gl354849 

145 

6.0e-14 

58 
69 

(U57350) epoxide hydrolase [Nicotiana tabacum] 
24203 

114088JL.R1040 

hyd700726394.hl 

BLASTX 

g2832618 

630 

4.0e-68 

231 

29 

(AL021711) putative protein [Arabidopsis thaliana] 
24204 

114134J..R1040 
pmv700891253.hl 

24205 

114135JL.R1040 

taw700656248.hl 

BLASTN 

g2921509 

98 

8.0e-48 

186 

88 

Fritillaria agrestis cip-like energy-dependent protease 
(clpP) mRNA f complete cds 

24206 

114137_1.R1040 
zzp700829782.hl 



3833 



CI 



Method 


BLASTX 


NCBI GI 


g3023197 


jD-LAoi score 


1 n q i 

IDol 


E value 


1.0e-118 


Match length 


257 


% identity 


80 


NCBI Description 


14-3-3-LIKE PROTEIN D (SGF14D) >gi_1575731 (U7053 




[Glycine max] 


Seq. No. 


24207 


Contig ID 


114154 1.R1040 


5 '-most EST 


g4299681 


Method 


BLASTX 


NCBI GI 


-.yt AH /TCI"! o 

g4UUbyiy 


BLAST score 


262 


E value 


2.0e-22 


Match length 


70 


% identity 


76 


NCBI Description 


(Z99708) ribosomal protein [Arabidopsis thaliana] 


Seq. No. 


24208 


Contig ID 


114156 1.R1040 


5' -most EST 


cle700967788.hl 


Method 


BLASTX 


NCBI GI 


g4Uoo4o / 


BLAST score 


233 


E value 


1.0e-19 


Match length 


75 


% identity 


59 


NCBI Description 


(AC005896) hypothetical protein [Arabidopsis thai 


Seq. No. 


24209 


Contig ID 


114170 1.R1040 


5 '-most EST 


taw700656354.hl 


Seq. No. 


24210 


Contig ID 


114179 1.R1040 


5 '-most EST 


taw700656377.hl 


Method 


BLASTX 


NCBI GI 


n r\r- lip/* 

g3953456 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


61 


% identity 


54 


NCBI Description 


(AC002328) F20N2.1 [Arabidopsis thaliana] 


Seq. No. 


24211 


Contig ID 


114185 1.R1040 


5 '-most EST 


leu701148703.hl 


Method 


BLASTX 


NCBI GI 


g2494275 


BLAST score 


148 


E value 


1.0e-09 


Match length 


36 


% identity 


69 


NCBI Description 


ELONGATION FACTOR P (EF-P) >gi_1399829 (U59235) e 




factor P [Synechococcus PCC7942] 



SGF14D 



elongation 



3834 



24212 

114186JL.R1040 
taw700656387.hl 
BLASTN 
gl8850 
33 

4.0e-09 

81 
85 

H.lupulus (cv.Spalter) RNA (SlOo) for 7S (SRP) RNA 

Seq. No. 24213 

Contig ID 114197JL .R1040 

5' -most EST smc70074 9687 . hi 

Seq. No. 24214 

Contig ID 114216_1.R1040 

5' -most EST taw70065644 9 . hi 

Seq. No. 24215 

Contig ID 114222_1 . R1040 • 

5' -most EST taw700656463.hl 

Method BLASTN 

NCBI GI gl000861 

BLAST score 208 

E value 1.0e-113 

Match length 212 

% identity 100 

NCBI Description Homo sapiens creatine kinase B mRNA, complete cds 

Seq. No. 24216 

Contig ID 114223_1 .R1040 

5' -most EST g5057720 

Method BLASTX 

NCBI GI g2997591 

BLAST score 295 

E value 1.0e-26 

Match length 73 

% identity 78 

NCBI Description (AF020814) glucose-6-phosphate/phosphate-translocator 
precursor [Pisum sativum] 

Seq. No. 24217 

Contig ID 114233_1 .R1040 

5' -most EST wvk700682489 .h2 

Seq. No. 24218 

Contig ID 114236_1 .R1040 

5' -most EST taw700656492 . hi 

Seq. No. 24219 

Contig ID 114240JL . R1040 

5 '-most EST wvk700682505 . h2 

Method BLASTX 

NCBI GI g2181184 

BLAST score 216 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3835 



# 



£ value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



9.0e-18 

86 
50 

{Y13577) JR3 protein [Arabidopsis thaliana] 
24220 

114257JL.R1040 
wvk700682541.h2 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



24221 

114260JL.R1040 

uC-gmrominsoyl07al0bl 

BLASTX 

g3776567 

279 

2.0e-24 

215 

39 

(AC005388) Strong similarity to F21B7.33 gi_2809264 from A. 
thaliana BAC gb_AC002560. EST gb_N65119 comes from this 
gene, [Arabidopsis thaliana] 



24222 

114264JL.R1040 

smc700749333.hl 

BLASTN 

g642961 

197 

1.0e-107 

245 

96 

Human synaptotagmin I 



mRNA, 3' UTR 



24223 

114283JL.R1G40 
asn701135868.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



24224 

114298JL.R1040 
gsv701050168.hl 

24225 

114301JL.R1040 
taw700656635.hl 



Seq. No. 

Contig ID 
5 '-most EST 



24226 

114304JL.R1040 
taw700656769.hl 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



24227 

114307JL.R1040 

epx701106348.hl 

BLASTX 

g3249066 

427 

5.0e-42 
174 



3836 



% identity 

NCBI Description 



65 

(AC004473) Similar to S. cerevisiae SIK1P protein 
gb_984964. ESTs gb_F15433 and gb_AA395158 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 


24228 


Contig ID 


114315 1.R1040 


5 ' -most EST 


taw700656672.hl 


Seq. No. 


24229 


Contig ID 


114319 1.R1040 


5' -most EST 


taw700658889.hl 


Seq. No. 


24230 


Contig ID 


114321 2.R1040 


5* -most EST 


taw700656686.hl 


Sea. No. 


24231 


Contig ID 


114324 1.R1040 


*J 1UXJ O L. Hi O X 


taw70rVfiS669S hi 


Sea. No. 


24232 


Contia ID 


114329 1 R1040 


5 1 -most EST 


fua701040964.hl 


Sea No 


24233 


Contia ID 


114348 1 R1040 




lei 1 701^1 3?30 hi 


Mpthnn 1 




NCBI GI 


g3080447 


RTiAST qrnrp 

unu x x» >^ 


480 


F. va 1 hp 


1 . Oe-47 


Match length 


314 


% identity 


42 


NCBI Description 


(AL022605) putative prot 


Seq. No. 


24234 


Contig ID 


114350 1.R1040 


5* -most EST 


taw700656771.hl 


Method 


BLASTX 


NCBI GI 


g4263509 


BLAST qcorp 


365 


F. va 1 hp 


4 0p-35 


M^tnh 1 print Tn 


99 


% identity 


71 






Seq. No. 


24235 


Contig ID 


114358 1.R1040 


5 '-most EST 


taw700656788.hl 


Seq. No. 


24236 


Contig ID 


114359 1.R1040 


5' -most EST 


kmv700738368.hl 


Method 


BLASTX 


NCBI GI 


g4455209 


BLAST score 


229 



3837 



CI 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



4.0e-19 

74 

64 

(AL035440) putative Proline synthetase associated protein 
[Arabidopsis thaliana] 

24237 

114359_2.R1040 
wrg700787109.h2 

24238 

114362JL.R1040 
taw700656794.hl 



Seq. No. 

Contig ID 
5 '-most EST 



24239 

114376JL.R1040 
taw700656819.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



24240 

U4391J..R1040 
pcp700994484.hl 

24241 

114411J..R1040 

zsg701122666.hl 

BLASTX 

g4454051 

1379 

1.0e-153 

327 

76 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 

24242 

114420JL.R1040 
taw700657705.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



24243 

114430JL.R1040 
jC-gmle01810062c05al 

24244 

114432JL.R1040 

taw700656920.hl 

BLASTX 

g4455171 

243 

2.0e-26 

88 

62 

(AL035521) hypothetical protein [Arabidopsis thaliana] 
24245 

114444_1.R1040 

jC-gmle01810072b06dl 

BLASTX 



3838 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



gl653513 
144 

6.0e-09 

58 

47 

(D90914) hypothetical protein [Synechocystis sp.] 



Seq. No. 
Contig ID 
5' -most EST 



24246 

114445_1.R1040 
taw700656950.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



24247 

114493_1.R104Q 

jC-gmle0181G033f04dl 

BLASTX 

g728777 

243 

2.0e-20 

99 

49 

ACTIVATOR 1 36 KD SUBUNIT (REPLICATION FACTOR C 36 KD 
SUBUNIT) (Al 36 KD SUBUNIT) (RF-C 36 KD SUBUNIT) (RFC36) 
>gi_1498257 (L07540) replication factor C, 36-kDa subunit 
[Homo sapiens] 

24248 

114505JL.R1040 
taw70Q657086.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



24249 

114530_1.R1040 
hyd700728314.hl 

24250 

114547_1.R1040 

jC-gmfl02220065d08dl 

BLASTX 

gl33872 

222 

4.0e-18 

52 
87 

30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CS1) 

>gi_282838_pir S26494 ribosomal protein SI, chloroplast 

spinach >gi_322404_pir A44121 small subunit ribosomal 

protein CS1, CS-S2 - spinach >gi_18060_emb_CAA46927__ 
(X66135) ribosomal protein SI [Spinacia oleracea] 
>gi_170143 (M82923) chloroplast ribosomal protein SI 
[Spinacia oleracea] 

24251 

114555_1.R1G40 

rca701002166.hl 

BLASTX 

g3335378 

160 

9.0e-ll 



3839 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 
41 

(AC003028) Myb-related transcription activator [Arabidopsis 
thaliana] 

24252 

114562JL.R1040 

taw700657164.hl 

BLASTX 

g4406769 

500 

1.0e-50 

161 

63 

(AC006836) putative translin [Arabidopsis thaliana] 
24253 

114592_1.R1040 
uaw700660832.hl 

24254 

114592__2.R1040 
uC-gmronoir065g!2bl 

24255 

114609_1.R1040 
sat701006531.hl 

24256 

114619JL.R1040 

taw700657237.hl 

BLASTN 

g2224548 

246 

1.0e-136 

265 

99 

Human mRNA for KIAA0304 gene, complete cds 
24257 

114628J..R1040 
sat701003878.hl 

24258 

114656JL. R1040 

zsg701122177.hl 

BLASTN 

g534971 

170 

8.0e-91 

322 

88 

V.faba (var. minor) mRNA for alpha 1,4-glucan phosphorylase 
L isoform 



Seq. No. 
Contig ID 



24259 

114663 1.R1040 



3840 



# 



5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



taw700659976.hl 

BLASTX 

g4006902 

194 

2.0e-15 

43 

77 

(Z99708) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



24260 

114679JL.R1040 
txt700736068.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



24261 

114683_1.R1040 

j C-gmf 102220142d03al 



Seq. No. 

Contig ID 
5 '-most EST 



24262 

114683_2.R1040 
g5677171 



Seq. No. 
Contig ID 
5 f -most EST 



24263 

114699_1.R1040 
taw700657360.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24264 

114701JL.R1040 

uC-gmf lminsoy04 6bl0bl 

BLASTX 

gl877183 

184 

2.0e-13 

95 
40 

(Y11586) putative mitochondrial matrix protein 
[Chlamydomonas reinhardtii] 



Seq. No. 
Contig ID 
5' -most EST 



24265 

114705JL.R1040 
jC-gmle01810051a08dl 



Seq. No. 
Contig ID 
5' -most EST 



24266 

114705_2.R1040 
taw700660326.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24267 

114721_1.R1040 

jex700907350.hl 

BLASTX 

g2335096 

163 

2.0e-ll 

52 
58 

(AC002339) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



24268 



3841 



# 



Contig ID 
5 '-most EST 



114744_1.R1040 
taw700657441.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24269 

114760_1.R1040 

taw700657467.hl 

BLASTX 

g2632105 

505 

2.0e-51 

118 

81 

(Z98760) arginyl-tRNA synthetase [Arabidopsis thaliana] 
>gi_4539426_emb_CAB38959.1_ (AL049171) arginyl-tRNA 
synthetase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24270 

114765_1.R1040 

taw700657475.hl 

BLASTX 

g3242701 

185 

5.0e-14 

43 

77 

(AC003040) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24271 

114767__1.R1040 

xzy700966802.hl 

BLASTX 

g4455246 

355 

6.0e-40 

146 

59 

(AL035523) putative protein [Arabidopsis thaliana] 



Seq. No. 24272 

Contig ID 114785_1 . R1040 

5 '-most EST smc700744591 . hi 

Method BLASTX 

NCBI GI g2443329 

BLAST score 161 

E value 4.0e-ll 

Match length 86 

% identity 41 

NCBI Description (D86122) Mei2-like protein [Arabidopsis thaliana 

Seq. No. 24273 

Contig ID 114789_1 .R1040 

5 T -most EST taw700657695 . hi 

Method BLASTX 

NCBI GI g4455335 

BLAST score 390 

E value 5.0e-38 

Match length 89 



3842 



% identity 


o4 


NCBI Description 


(AL035525) putative protein [Arabidopsis thaliana] 


Seq. No. 


24274 


Contig ID 


114 /yJ 1.K1U4U 


5 '-most EST 


taw700657521.hl 


Seq. No. 


24275 


Contig ID 


1148U4 1.R1U4U 


5 '-most EST 


fde700874313.hl 


Seq. No. 


24276 


Contig ID 


114808 1.R1040 


5 '-most EST 


taw700659114.hl 


Seq. No. 


24277 


Contig ID 


114830 1.R1040 


5 '-most EST 


taw700659141.hl 


Seq. No. 


24278 


Contig ID 


114833 1.R1040 


5' -most EST 


jC-gmro02910023e05dl 


Method 


BLASTX 


NCBI GI 


A A C A AT fl 

g44o4Uiy 


BLAST score 


190 


E value 


4.0e-14 


Match length 


177 


% identity 


32 


NCBI Description 


(AL035396) SRGl-like protein [Arabidopsis thaliana] 


Seq. No. 


24279 


Contig ID 


114836 1.R1040 


5' -most EST 


taw700659148.hl 


Seq. No. 


24280 


Contig ID 


114844 1.R1040 


5" -most EST 


taw700659163.hl 


Method 


BLASTX 


NCBI GI 


gl463123 


BLAST score 


ooc 
ZOO 


E value 


1.0e-19 


Match length 


58 


% identity 


83 


NCBI Description 


(CJ34817) violaxanthin de-epoxidase precursor [Nicotiana 




tabacum] 


Seq. No. 


24281 


Contig ID 


114854 1.R1040 


5 '-most EST 


g5509042 


Method 


BLASTX 


NCBI GI 


g2190551 


BLAST score 


157 


E value 


4.0e-10 


Match length 


48 


% identity 


62 


NCBI Description 


(AC001229) Similar to C. elegans hypothetical protein 



K07C5.6 (gb_Z7U81). ESTs gb_H36844 , gb_AA394 956 come from 



3843 



this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24282 

114854_2.R1040 

pcp700989558.hl 

BLASTX 

g4006865 

1238 

1.0e-136 

326 
70 

(Z99707) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24283 

114881J..R1040 

uC-gmropicl05d03bl 

BLASTX 

gl617268 

627 

1.0e-65 

149 
75 

(Z72153) acyl CoA synthetase [Brassica napus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24284 

114892JL.R1040 

taw700657652.hl 

BLASTX 

g3608495 

917 

2.0e-99 

213 

88 

(AF089738 
thaliana] 



plastid division protein FtsZ [Arabidopsis 
>gi_4510351_gb_AAD21440.1_ (AC006921) plastid 



division protein FtsZ [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



242S5 

114894JL.R1G40 

uaw700662114.hl 

BLASTX 

g3386600 

497 

2.0e-50 

112 

87 

(AC004 665) putative glycoprotein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



24286 

114903JL.R1040 
smc700744669.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



24287 

114916JL.R1040 
leu701149828.hl 
BLASTX 
g2353173 



3844 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 



252 

5.0e-23 

77 

75 

(AF015543) sigma factor 2 [Arabidopsis thaliana] 
24288 

114950_1.R1040 
uC-gmf Iminsoy057g07bl 

24289 

114953_1.R1040 
taw700657749.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24290 

114965J..R1040 

ncj700980857.hl 

BLASTX 

g2832661 

249 

5.0e-29 

92 

75 

(AL021710) pherophorin - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



24291 

114986JL.R1040 

taw700658430.hl 

BLASTX 

g4567316 

258 

1.0e-22 

77 
62 

(AC005956) hypothetical protein 
24292 

115000JL.R1040 
taw700657820.hl 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



24293 

U5013JL.R1040 
smc700749638.hl 



Seq. No. 
Contig ID 
5' -most EST 



24294 

115015J..R1040 
taw700659441.hl 



Seq. No. 

Contig ID 
5' -most EST 



24295 

115016JL.R1040 
taw700659442.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 



24296 

115025JL.R1040 

g5753439 

BLASTX 



3845 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g465898 
220 

8.0e-18 

151 

36 

HYPOTHETICAL HELICASE K12H4 . 8 IN CHROMOSOME III 

>gi_630692_pir S44849 K12H4.8 protein - Caenorhabditis 

elegans >gi_28 9703 (L14331) homology with eukaryotic 
initiation factor-4A (eIF-4A) and E. coli Ribonuclease III; 
coded for by C. elegans cDNA GenBank: T02268 ; putative 
[Caenorhabditis elegans] 



Seq. No. 


24297 


Contig ID 


115034_1.R1040 


5' -most EST 


taw700657866.hl 


OCVj* LN U • 


24298 


Contig ID 


115039 1.R1040 


5 '-most EST 


asn701136693.hl 


Method 


BLASTX 


NORT GI 


g2443329 


BLAST score 


833 


E value 


2.0e-89 


Match length 


208 




75 


NCBI Description 


(D86122) Mei2-like protein 


Seq. No. 


24299 




115042 1.R1040 


5 ! -most EST 


smc700749676.hl 


Seq. No. 


24300 


Contig ID 


115043 1.R1040 


5' -most EST 


taw700657878.hl 


Seq. No. 


24301 


Contig ID 


115070 1.R1040 


5 T -most EST 


hyd700728695.hl 


Seq. No. 


24302 


Contig ID 


115071 1.R1040 


5' -most EST 


jC-gmro02910010d03al 


Seq. No. 


24303 


Contig ID 


115073 1.R1040 


5 T -most EST 


wrg700788649.hl 


Seq. No. 


24304 


Contig ID 


115084 1.R1040 


5' -most EST 


awf700842952.hl 


Method 


BLASTX 


NCBI GI 


g505267 


BLAST score 


149 


E value 


8.0e-10 


Match length 


101 


% identity 


41 


NCBI Description 


(X77111) chitinase, class 



V [Nicotiana tabacum] 



3846 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



24305 

115100_1.R1040 

fC-gmse700659340f5 

BLASTX 

g2495184 

1077 

1.0e-118 

271 

75 

PROTOPORPHYRINOGEN OXIDASE, CHLOROPLAST PRECURSOR (PPO) 
>gi_1877018_dbj_BAA11820_ (D83139) protoporphyrinogen 
oxidase [Arabidopsis thaliana] 

24306 

115105JUR1040 

uaw700660753.hl 

BLASTX 

g2583112 

224 

1.0e-18 

96 
46 

(AC002387) putative PDl-like DNA-binding protein 
[Arabidopsis thaliana] 

24307 

115118JL.R1040 

taw700657981.hl 

BLASTN 

gl524177 

116 

2.0e-58 

228 

88 

M.sativa mRNA for proteasome subunit 
24308 

115170JL.R1040 
uaw700666512.hl 

24309 

115183_1.R1040 

leu701157244.hl 

BLASTX 

gl699023 

988 

1.0e-107 

233 

81 

(U78866) putative arginine-aspartate-rich RNA binding 
protein [Arabidopsis thaliana] >gi_1699051 (U78867) 
putative aspartate-arginine-rich mRNA binding protein 
[Arabidopsis thaliana] 

24310 

115192 1.R1040 



3847 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jsh701066286.hl 

BLASTX 

g4538974 

261 

1.0e-22 

94 
57 

(AL049487) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



24311 

115204JUR1040 
taw700658109.hl 



Seq. No. 
Contig ID 
5 T -most EST 



24312 

115217JL.R1040 
taw700658127.hl 



Seq. No. 

Contig ID 
5 '-most EST 



24313 

115221JL.R1040 
uaw700660923.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24314 

115225JL.R1040 

jC-gmro02910009fl0al 

BLASTX 

g3193300 

319 

2.0e-29 

138 

49 

(AF069298) No definition line found [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



24315 

115231_1.R1040 
zsg701123179.hl 



Seq. No. 

Contig ID 
5' -most EST 



24316 

115234JL.R1040 
jC-gmro02800038d07dl 



Seq. No. 
Contig ID 
5' -most EST 



24317 

115259JL.R1040 
jC-gmle01810008f05dl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24318 

115273J..R1040 

fC-gmse700658206r6 

BLASTX 

gl280611 

482 

2.0e-4B 

126 

65 

(U53860) steroid reductase DET2 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 



24319 

115284 1.R1040 



3848 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fde700872745.hl 

BLASTX 

g3212867 

440 

1.0e-43 

136 
59 

(AC004005) unknown protein [Arabidopsis thaliana] 
24320 

115293JL.R1040 

uC-gmropic044allbl 

BLASTX 

g4490333 

147 

2.0e-09 

70 

60 

(AL035656) EF-Hand containing protein-like [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



24321 

115295_1.R1040 
vwf700677174.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24322 

115300_1.R1040 

wrg700788077.hl 

BLASTX 

g3096910 

1300 

1.0e-144 

294 
82 

(AJ005813) neoxanthin cleavage enzyme [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



24323 

115315_1.R1040 

uC-gmropic043e03bl 

BLASTX 

g2252843 

324 

9.0e-30 

168 

48 

(AF013293) No definition line found [Arabidopsis thaliana] 
24324 

115333JL.R1040 
gsv701045358.hl 

24325 

115340_1.R1040 
taw700658304.hl 
BLASTN 
gl98573 



3849 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



131 

1.0e-67 

208 

93 

Mouse hydrophilic protein (KE2 wt) 



mRNA, complete cds 



24326 

115341JL.R1040 

taw700658311.hl 

BLASTN 

g204681 

140 

6.0e-73 

159 

97 

Rattus rattus mitochondrial IF1 protein mRNA, complete cds 
24327 

115342_1.R1040 

taw700658368.hl 

BLASTN 

g55627 

302 

1.0e-169 

323 

98 

Messenger RNA for rat preproalbumin 
24328 

115351JL.R1040 

taw700658317.hl 

BLASTN 

gl747520 

82 

2.0e-38 

246 

83 

Homo sapiens microsomal glutathione S-transf erase 2 (MGST2) 
mRNA, complete cds >gi_4505180_ref_NM_002413 . 1_MGST2_ Homo 
sapiens microsomal glutathione S-transf erase 2 (MGST2) 
mRNA, and translated products 

24329 

115355JL.R1040 
smc700745575.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24330 

115356_1.R1040 

taw700658325.hl 

BLASTN 

g472851 

191 

1.0e-103 

279 

92 

Mus mus cuius RNA1 homolog 



(Fugl) mRNA, complete cds 



3850 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24331 

115357JL.R1040 

taw700658443.hl 

BLASTN 

g204075 

275 

1.0e-153 

275 

100 

Rat fatty liver acid binding protein (FABP) mRNA, complete 
cds. >gi_204083_gb_J00732JRATFABPL Rat liver fatty acid 
binding protein (FABP) mRNA 

24332 

115362_1.R1040 

taw700658339.hl 

BLASTN 

g4006931 

143 

9.0e-75 

275 

88 

Bos taurus mRNA for bl7.2 subunit of NADH : ubiquinone 
oxidoreductase complex (complex I) 



Seq. No. 

Contig ID 
5 1 -most EST 



24333 

115366_1.R1040 
jC-gmro02910008glldl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24334 

115368J..R1040 

smc700745548.hl 

BLASTN 

g3341993 

59 

1.0e-24 

151 

85 

Homo sapiens mitochondrial proteolipid 68MP homolog mRNA, 
nuclear gene encoding mitochondrial protein, complete cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24335 

115369_1.R1040 

taw700658350.hl 

BLASTN 

g603497 

117 

3.0e-59 

231 

88 

Mouse thymic stromal cell mRNA for TLSF-beta, complete cds 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



24336 

115372JL.R1040 
smc700745541.hl 
BLASTN 
g467779 



3851 



BLAST score 


81 


F. value 


8.0e-38 


Match length 


120 


%. i ripnt it v 


93 


NCBI Description 


M.musculus peroxisome 
gene . Exon 




proliferator-activated receptor alpha 



Seq. No. 24337 

Contig ID 11537 6_1 .R1040 

5' -most EST taw700658361 . hi 

Method BLASTN 

NCBI GI g2959435 

BLAST score 186 

E value 1.0e-100 

Match length 194 

% identity 99 

NCBI Description Rattus sp. mRNA for NADH- cytochrome b5 reductase, complete 
cds 



Seq. No. 24338 

Contig ID 115379_1 . R1040 

5 T -most EST taw700658366.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24339 

115380_1.R1040 

taw700658367.hl 

BLASTN 

g2072091 

61 

6.0e-26 

137 

87 

Rattus norvegicus 
24340 

115390_1.R1040 

smc700745516.hl 

BLASTN 

g!020410 

242 

1.0e-134 

270 

99 

Rattus norvegicus 



Na+- Ca+ exchanger (NCX1) gene, exon 1-Ht 



mRNA for selenoprotein P, complete cds 



24341 

115395JL.R1040 

taw700658391.hl 

BLASTN 

g204516 

103 

6.0e-51 

115 

97 

Rat liver glutathione S-transf erase Yc subunit mRNA, 
complete cds 



3852 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24342 

115408_1.R1G40 

taw700658427.hl 

BLAST N 

g2317645 

55 

3.0e-22 

147 

85 

Homo sapiens mRNA for smallest subunit of 
ubiquinol-cytochrome c reductase, complete cds 



Seq. No. 
Contig ID 
5 '-most EST 



24343 

115414_1.R1040 
smc700745658.hl 



Seq. No. 
Contig ID 
5* -most EST 



24344 

115415_1.R1040 
smc700745655.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



24345 

115423_1.R1040 
smc700745643.hl 



Seq. No. 

Contig ID 
5 1 -most EST 



24346 

115424_1.R1040 
taw700658455.hl 



Seq. No. 
Contig ID 
5' -most EST 



24347 

115428__1.R1040 
smc700745636.hl 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24348 

115429_1.R1040 

taw700658463.hl 

BLASTN 

g862386 

93 

6.0e-45 

226 

87 

Rattus norvegicus purine specific Na+ nucleoside 
cotransporter (SPNT) mRNA, complete cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24349 

115437_1.R1040 

taw700658478.hl 

BLASTN 

g202270 

145 

5.0e-76 

219 

92 

Mus musculus UCR-motif DNA-binding protein 
complete cds 



(UCRBP) mRNA, 



Seq. No. 



24350 



3853 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



115450_1.R1040 
taw700658514.hl 

24351 

115452JL.R1040 

taw700658518.hl 

BLASTN 

g3217024 

55 

3.0e-22 

207 

82 

Homo sapiens DNA sequence from PAC 97D16 on chromosome 
6p21. 3-22.2. Contains an unknown pseudogene, a 60S 
Ribosomal protein L24 (L30) LIKE pseudogene and histone 
genes H2BFC (H2B/c) , H4FFP (H4/f pseudogene) , H2AFC (H2A/c 

24352 

115453JUR1040 

fC-gmse700658166f5 

BLASTN 

g307145 

239 

1.0e-132 

419 

89 

Human lysyl oxidase-like protein mRNA, complete cds 
24353 

115459JL.R1040 
smc700745364.hl 

24354 

115467_1.R1040 

fC-gmse700658543fl 

BLASTN 

g2267160 

574 

0.0e+00 

663 

96 

Rattus norvegicus CD94 (Cd94) mRNA, complete cds 
24355 

115471_1.R1040 

fC-gmse700658550gl 

BLASTN 

g485402 

835 

0.0e+00 

839 

100 

Rat mRNA for RAC protein kinase alpha, complete cds 
24356 

115475_1.R1040 
smc700745339.hl 



3854 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3242170 

131 

1.0e-67 

210 
91 

Homo sapiens DNA sequence from PAC 232K4 on chromosome 
6p22.3. Contains the JUMONJI gene for a hypothetical 141.7 
kD protein. Contains ESTs, STSs, a CA repeat polymorphism 
and genomic marker D6S260", complete sequence [H 



Seq. No. 


24357 


Contig ID 


115480 1.R1040 


5 1 -most EST 


smc700745333.hl 


Method 


BLASTN 


NCBI GI 


g205795 


BLAST score 


223 


E value 


1.0e-122 


Match length 


258 


% identity 


96 


NCBI Description 


Rat nuclear pore complex protein 


Seq. No. 


24358 


Contig ID 


115487 1.R1040 


5" -most EST 


smc700745325.hl 


Seq. No. 


24359 


Contig ID 


115508 1.R1040 


5' -most EST 


taw700658605.hl 


Seq. No. 


24360 


Contig ID 


115512 1.R1040 


5 f -most EST 


taw700658609.hl 


Method 


BLASTN 


NCBI GI 


g57040 


BLAST score 


193 


E value 


1.0e-105 


Match length 


193 


% identity 


100 


NCBI Description 


R.norvegicus mRNA for calmodulin 


Seq. No. 


24361 


Contig ID 


115514 1.R1040 


5' -most EST 


smc700748686.hl 


Method 


BLASTN 


NCBI GI 


gl91139 


BLAST score 


161 


E value 


1.0e-85 


Match length 


197 


% identity 


95 


NCBI Description 


Chinese hamster metallothionein 


Seq. No. 


24362 


Contig ID 


115519 1.R1040 


5' -most EST 


smc700745479.hl 


Method 


BLASTN 


NCBI GI 


gl710211 



(MT-II) mRNA 



3855 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



91 

8.0e-44 

219 
85 

Human clone 23732 mRNA, partial cds 
24363 

115529_1.R1040 

smc700748654.hl 

BLASTN 

g!842210 

215 

1.0e-118 

233 
99 

R.norvegicus mRNA for carnitine/acylcarnitine carrier 
protein 

24364 

115531J..R1040 
smc700745451.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24365 

115540_1.R1040 

smc700745436.hl 

BLASTN 

g2078459 

39 

9.0e-13 

125 

83 

Human cosmid clone LUCA17 from 3p21.3, complete sequence 
[Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



24366 

115542JL.R1040 
smc700745433.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



24367 

115543_1.R1040 

taw700658667.hl 

BLASTN 

g3719432 

241 

1.0e-133 

245 
100 

Rattus norvegicus tip associating protein 
complete cds 

24368 

115545JL.R1040 

taw700658669.hl 

BLASTN 

gl906793 

239 

1.0e-132 



(TAP) mRNA, 



3856 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

239 
100 

Rattus norvegicus mRNA for phosphatidylinositol 4-kinase, 
complete cds 

24369 

115550JL.R1040 

smc700745416.hl 

BLASTN 

g2113880 

74 

1.0e-33 

202 
90 

Mus musculus Hifla gene, exon 2 



to 15 and 2 joined CDS ' s 



Seq. No. 

Contig ID 
5 '-most EST 



24370 

115551JL.R1040 
taw700658682.hl 



Seq. No. 
Contig ID 
5 '-most EST 



24371 

115554_1.R1040 
smc700745411.hl 



Seq. No. 
Contig ID 
5' -most EST 



24372 

115555_1.R1040 
taw700658687.hl 



Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



24373 

115557JL.R1040 

smc700745407.hl 

BLASTN 

g671559 

177 

4.0e-95 

205 

97 

M. musculus mRNA 
24374 

115559JL.R1040 
taw700658694.hl 



for centrosomin B 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



24375 

115580_1.R1040 
taw700658783.hl 

24376 

115588_1.R1040 
jC-gmst02400061c03al 

24377 

115618JL.R1040 
jC-gmst02400076fl0al 

24378 

115620 1.R1040 



3857 



5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



smc700747281.hl 
24379 

115624JL.R1040 
smc700747272.hl 

24380 

115629JL.R1040 
xpa700793958.hl 

24381 

115650JL.R1040 
uC-gmf lminsoy056f 10b! 

24382 

115660_1.R1040 
taw700658871.hl 

24383 

115688JL.R1040 

uC-gmrominsoyl08dl0bl 

BLASTX 

gl916290 

305 

2.0e-27 

187 

43 

(U89876) ALY [Mus musculus] 
24384 

115688_2.R1040 

taw700658922.hl 

BLASTX 

gl916290 

105 

2.0e-10 

71 

56 

(U89876) ALY [Mus musculus] 
24385 

115703JL.R1040 
gsv701050921.hl 

24386 

115736JL.R1040 
taw700659023.hl 

24387 

115750JL.R1040 

taw700659042.hl 

BLASTX 

g2459440 

775 

2.0e-82 

247 

61 



3858 



NCBI Description (AC002332) putative receptor kinase [Arabidopsis thaliana] 

Seq. No. 24388 

Contig ID 115772_1 .R1040 

5 T -most EST taw700659073 . hi 

Method BLASTN 

NCBI GI g563624 

BLAST score 68 

E value 7.0e-30 

Match length 96 

% identity 94 

NCBI Description S. tuberosum (PU141) mRNA for U14 small nucleolar RNA 



Seq. No. 24389 

Contig ID 115775JL .R1040 

5' -most EST jC-gmf 102220052c06al 

Seq. No. 24390 

Contig ID 115787__1.R1040 

5' -most EST uC-gmrominsoy222h!2bl 

Seq. No. 24391 

Contig ID 115798JL .R1040 

5 f -most EST taw700659120 .hi 



Seq. No. 24392 

Contig ID 115813_1.R1040 

5 ? -most EST taw700659159.hl 

Method BLASTX 

NCBI GI g4512670 

BLAST score 389 

E value 2.0e-37 

Match length 201 

% identity 40 

NCBI Description (AC006931) putative 



cytochrome P450 [Arabidopsis thaliana] 



Seq. No. 24393 

Contig ID 115825_1.R1040 

5 '-most EST pxt700946090 .hi 

Method BLASTX 

NCBI GI g2739376 

BLAST score 484 

E value 1.0e-48 

Match length 129 

% identity 69 

NCBI Description (AC002505) putative permease [Arabidopsis thaliana] 



Seq. No. 24394 

Contig ID 115833_1 .R1040 

5' -most EST taw700659189 . hi 

Method BLASTX 

NCBI GI g3252794 

BLAST score 345 

E value 8.0e-33 

Match length 92 

% identity 68 

NCBI Description (AB015615) isoamylase [Oryza sativa] 



3859 



Seq, No. 


24395 


Contig ID 


115869 1.R1040 


5' -most EST 


smc700744746.hl 






NCBI GI 


g4454015 


BLAST score 


173 


E value 


1.0e-12 


Match length 


4 0 


% identity 


70 


NCBI Description 


(AL035396) putat 


heq. no. 




Contig ID 


115903 1.R1040 


5' -most EST 


taw700660601.hl 


Seq. No. 


24397 


Contig ID 


115930 1.R1040 


5' -most EST 


smc700744857.hl 


Seq. No. 


24398 


Contig ID 


115936 1.R1040 


5 T -most EST 


pxt700943420.hl 


Method 


BLASTX 


NCBI GI 


gl723239 


joLiAoi score 




E value 


4.0e-38 


Match length 


111 


% identity 


63 


NCBI Description 


HYPOTHETICAL 35. 




>gi_1177358_emb__ 




[Schizosaccharom 


Seq, No. 




Contig ID 


115980 1.R1040 


5 '-most EST 


taw700660375.hl 


Seq, No. 


24400 


Contig ID 


115991 1.R1040 


5' -most EST 


taw700659555.hl 


Seq, No. 


24401 


Contig ID 


116000 1.R1040 


5 '-most EST 


asn701139071.hl 


Method 


BLASTX 


NCBI GI 


gl717755 


BLAST score 


473 


E value 


2.0e-47 


Match length 


174 


% identity 


52 



NCBI Description 



Seq. No. 
Contig ID 



TROPINONE REDUCTASE HOMOLOG (P29X) >gi_539028_pir C48674 

tropinone reductase homolog - jimsonweed >gi_424158 
(L20475) 29kDa protein; high homology to aa sequence of 
tropinone reductases [Datura stramonium] 

24402 

116010 1.R1040 



3860 



5' -most EST 



(I 



epx701108925.hl 



Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24403 

116013_1.R1040 

pcp700989813.hl 

BLASTX 

g2864616 

300 

2.0e-27 
71 

(AL021811) hypothetical protein [Arabidopsis thaliana] 
24404 

116022JL.R1040 

zzp700834706.hl 

BLASTX 

g4206195 

201 

2.0e-15 

45 

78 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
>gi_4262169_gb_AAD14469_ (AC005275) hypothetical protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



24405 

116034JL.R1040 
smc700748227.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



24406 

116040JL.R1040 
fua701037973.hl 



Seq. No. 

Contig ID 
5 '-most EST 



24407 

116048_1.R1040 
taw700659648.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24408 

116072_1-R1040 

taw700659687.hl 

BLASTX 

g4218154 

173 

1.0e-12 

74 
41 

(AJ132706) hypothetical protein [Anabaena variabilis] 



Seq. No. 

Contig ID 
5 '-most EST 



24409 

116078_1.R1040 
dpv701103344.hl 



Seq. No. 

Contig ID 
5' -most EST 
Method 



24410 

116126JL.R1040 

taw700659924.hl 

BLASTX 



3861 



€1 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2384669 
331 

3.0e-31 

79 

78 

(AF012656) putative potassium transporter AtKTlp 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



24411 

116133_1.R1040 

taw700659806.hl 

BLASTX 

g2894596 

234 

2.0e-21 

83 
67 

(AL021889) putative protein [Arabidopsis thaliana] 
24412 

116161JL.R1040 
ary700764304.hl 

24413 

116177_1.R1040 
jC-gmro02910034f05dl 

24414 

116233J..R1040 
gsv701044815.hl 

24415 

116257JL.R1040 

taw700660001.hl 

BLASTX 

g2583118 

154 

2.0e-10 

72 

49 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
24416 

116271_1.R1040 
taw700660018.hl 



Seq. No. 
Contig ID 
5' -mo st EST 



24417 

116285_1.R1040 
taw700660040.hl 



Seq. No. 
Contig ID 
5' -most EST 



24418 

116301_1.R1040 
kmv700742274.hl 



Seq. No. 
Contig ID 
5' -mo st EST 



24419 

116308_1.R1040 
bth700844931.hl 



3862 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

gl710151 

543 

1.0e-96 

202 
84 

(U72711) proline iminopeptidase [Arabidopsis thaliana] 
24420 

116318_1.R1040 
taw700660087.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



24421 

116331_1.R1040 

vzy700750865.hl 

BLASTX 

g2832682 

208 

2.0e-16 

101 
45 

(AL021712) hypothetical protein [Arabidopsis thaliana] 
24422 

116346_1.R1040 
smc700746726.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 



24423 

116348JL.R1040 
gsv701051881.hl 

24424 

116358_1.R1040 
uC-gmflminsoy097b09bl 



Seq. No. 
Contig ID 
5 '-most EST 



24425 

116360_1.R1040 
taw700660141.hl 



Seq. No. 
Contig ID 
5' -most EST 



24426 

116387JL.R1040 
taw700660175.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24427 

116389_1.R1040 
taw700660178.hl 

24428 

116398_1.R1040 

rca700995963.hl 

BLASTX 

gl001355 

466 

2.0e-46 

170 

54 

(D64006) auxin-induced protein [Synechocystis sp.] 



3863 



Seq. No. 


24429 


Contig ID 


116400_1.R1040 


o -most EST 


t. aw /uuDbuiy4 .ni 


Seq. No. 


24430 


Contig ID 


116412 1.R1040 


S'-most EST 


taw700ooUzzl .nl 


Seq. No. 


24 4 31 


Contig ID 


Ho41/ 1.K1U4U 


D —ITIOSU HiOl 


go izDOUi 


Method 


BLASTX 


NCBI GI 


g!935909 


BLAST score 


Oil 


E value 


z . Oe-lo 


Match length 


170 


% identity 


32 


NCBI Description 


(U77345) lethal leaf 


Seq. No. 


24432 


uonrig id 


l±04ol 1.K1U4U 


5 T -most EST 


-jC-gmleUlolUu34cU /az 


Method 


BLASTX 


NCBI GI 


g4371280 


BLAST score 


233 


E value 


2 . Oe-19 


Match length 


58 


% identity 


79 


NCBI Description 


(AC0062 60) hypotheti 


Seq. No. 


24433 


Contig ID 


116433_1.R1040 


5 1 -most EST 


taw /OOooOzby . nl 


Seq. No. 


Z44 J4 


Contig ID 


116484_1 . R1040 


5 1 -most EST 


smc700747 / 40 . nl 


Seq. No. 


24435 


Contig ID 


IlooUU 1.R104U 


o — most hbl 


pep /uuyoyooo . ni 


Method 


BLAbTX 


NCBI GI 


g4115379 


BLAST score 


353 


E value 


2 . Oe-33 


Match length 


133 


% identity 


56 


NCBI Description 


(AC005967) putative 




thaliana] 


Seq. No. 


24436 


Contig ID 


116501JL.R1040 


5 T -most EST 


uC-gmropic041fl0bl 


Seq. No. 


24437 


Contig ID 


116501_2.R1040 



1 [Zea mays] 



[Arabidopsis 



3864 



5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



taw700660360.hl 
24438 

116501_3.R1040 
gsv701045057.hl 

24439 

116519JL.R1040 
taw700660391.hl 

24440 

116535JL.R1040 

g4313453 

BLASTX 

g3367593 

304 

2.0e-27 

74 

74 

(AL031135) putative protein [Arabidopsis thaliana] 
>gi_3805841_einb_CAA214 61_ (AL031986) putative protein 
[Arabidopsis thaliana] 

24441 

116541JL.R1040 

smc700744480.hl 

BLASTN 

gl407596 

158 

6.0e-84 

170 

98 

Human TSC-22 protein mRNA, complete cds 
24442 

116552_1.R1040 
uC-gmronoir044d02bl 

24443 

116566_1.R1040 
kll701211943.hl 



Seq. No. 
Contig ID 
5' -most EST 



24444 

116571_1.R1040 
zhf700957515.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



24445 

116592J..R1040 
taw700660483.hl 

24446 

116601_1.R1040 

jC-gmst02400074e07al 

BLASTX 

g3395439 

331 

1.0e-30 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



83 
76 

(AC004683) 



hypothetical protein [Arabidopsis thaliana] 



24447 

116617_1.R1040 
g4307591 

24448 

116627JL.R1040 
taw700660536.hl 



Seq. No. 
Contig ID 
5 ' -most EST 



24449 

116655JL.R1040 
taw700660577.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



24450 

116659_1.R1040 

g4303884 

BLASTX 

g3668087 

377 

5.0e-36 

111 
21 

(AC004 667) hypothetical protein [Arabidopsis thaliana] 
24451 

116667_1.R1040 
taw700660591.hl 

24452 

116685JL.R1040 
jsh701065639.hl 

24453 

116696_1.R1040 
uC-gmflminsoy040b05bl 

24454 

116705_1.R1040 
smc700750457.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24455 

116724J..R1040 
jC-gmfl02220090e02dl 

24456 

116736JL.R1040 

bnc700605512.h2 

BLASTX 

g4006900 

320 

2.0e-29 

82 

76 

(Z99708) hypothetical protein [Arabidopsis thaliana] 
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Seg. No. 


24457 


Contia ID 


116754 1.R1040 


5' -most EST 


rca701001369.hl 


Sea No . 


24458 


Contig ID 


116759 1.RI040 


5 1 -most EST 


eep700868324.hl 


Method 


BLASTX 


NCBI GI 


g3169010 


BLAST score 


352 


F. va 1 tip 


2.0e-33 


liaLuii -l- ~i iy l. ii 


126 


$; "i Hpti t "i t v 


53 


NPRT De* sprint ion 


(AJ006412) putat: 


Qprr No 


24459 


Contig ID 


116763 1.R1040 


5 1 -most EST 


bnc700605540.h2 


Method 


BLASTN 


NCBI GI 


g4006885 


BLAST score 


57 


E value 


2.0e-23 


Matr*h 1 pnrrth 

L iCL L> V*>14 ±Cliy L-.ll 


213 


% identity 


82 


NCBI Description 


Arabidopsis thai 




fragment No 




24460 


Pont" in TD 


116767 1.R1040 


S'-moqt EST 


bnc7 00*60554 5 .h2 


OCU i IN vJ • 


24461 


Contia ID 


116773 1.R1040 


5' -most EST 


bnc700605551.h2 


Method 


BLASTX 


NCBI GI 


g4508074 


BLAST score 


205 


E value 


7.0e-16 


Match length 


156 


% identity 


34 


NCBI Description 


(AC005882) 45341 


Sea. No. 


24462 


Pont "i a TO 


116788 1 R1040 


5 '-most EST 


zpv700763687,hl 


Sprr No 


24463 


Contia ID 


116791 1.R1040 


5' -most EST 


pcp700995875.hl 


Method 


BLASTX 


NCBI GI 


g4454012 


BLAST score 


564 


E value 


4.0e-58 


Match length 


149 


% identity 


62 



DNA chromosome 4, ESSA I AP2 contig 



[Arabidopsis thaliana] 



NCBI Description (AL035396) Pollen-specific protein precursor like 



3867 



CD 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24464 

116793_1.R1040 

bth700846093.hl 

BLASTX 

gl575436 

168 

6.0e-12 

54 
56 

(U62734) caffeoyl-CoA O-methyltransf erase 2 [Nicotiana 
tabacum] 



Seq. No* 
Contig ID 
5 1 -most EST 



24465 

116793_2.R1040 
gsv701044408.hl 



Seq. No. 
Contig ID 
5 T -most EST 



24466 

116798_1.R1040 
sat701012263.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24467 

11680QJL.R1040 

uC-gmf Iminsoy084g04bl 

BLASTX 

g3687231 

453 

8.0e-56 

134 

85 

(AC005169) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24468 

116814_1.R1040 

g4293443 

BLASTX 

g4454044 

366 

2.0e-34 

128 

62 

(AL035394) putative Ap2 domain protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



24469 

116814_2.R1040 
gsv701051518.hl 



Seq. No. 
Contig ID 
5 '-most EST 



24470 

116818J..R1040 
awf700838526.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 



24471 

116828JL.R1040 

jsh701066017.hl 

BLASTX 



3868 



NCBI GI 


g2655888 


BLAST score 


1001 


E value 


i • ue iu y 


Match length 


jU j 


% identity 


o / 
z4 


NCBI Description 


^rU_iU U j X i X ) OZlJ./*a [ UXObUpilXXci lLLcXciiiuy as j. j 


Seq. No. 


o / ^ no 

z 4 4 / Z 


contig iu 


llOOi" X.IS.XU'sU 


0 —ITIO S t Jli o 1 


hnr-70n^0Sfi?0 h9 


Metnoa 


1ST ft QTY 
nXxfto 1 A 


NCBI GI 


g4432846 


BLAST score 


272 


E value 


f± . ue Z4 


Match length 


Q 1 

y l 


% identity 


bo 


NCBI Description 


(nLUUoZoj ] UliJCnOwn piOtein [i\X aJjlUUpbio Liiaixai let j 


Seq. No. 


Z44 


Contig ID 


X lOO 41 1.K1U4U 


C I — ,-,4- T? Qrp 
0 — IUOSt £jO 1 


Hi-h7 00f} 4 hi 


Method 


DXiriO 1 A 


NCBI GI 


g3068705 


BLAST score 


194 


E value 


/ . ue— 10 


Match length 


80 


% identity 


4y 


NCBI Description 


(ArU4yzooJ unicnown [AraDiaopsis tnaxianaj 


Seq. No. 


O A A 1 A 

Z44 / 4 


Contig ID 


llOOOy 1.K1U4U 


o -most bbl 


one / uudujdjz . nz 


Method 


DT a QTY 

nXiAo ± A 


NCBI GI 


g3063691 


BLAST score 


494 


E value 


o . ue— OU 


Match lengtn 


1 Jo 


% identity 


O J 


NCBI Description 


(AliUzzoj/j putative protein [AraDiuopsis t_.qcaxxcu.lci. j 


Seq. No. 


O A A H £ 

Z44 /O 


Contig ID 


iicqtt i Din/in 
lloo/O 1.K1U4U 


o — most iiib i 


J L yillieUlO XUU^iOIlXZa.X 


Method 


nT T\p rp>7 


NCBI GI 


g2104678 


BLAST score 


562 


E value 


u * ue+uu 


Match length 


n o t 

yz / 


-s identity 


yz 


NCBI Description 


V.raDa iaKNA tor transcription xactor contaxmng m v ivj 


Seq. No. 


z44 / o 


Contig ID 


116887 1.R1040 


5 '-most EST 


pmv700888554.hl 


Method 


BLASTX 


NCBI GI 


g2191179 


BLAST score 


176 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



4.0e-13 

63 

63 

(AF007270) 
thaliana] 



contains similarity to syntaxin [Arabidopsis 



24477 

116902_1.R1040 
fC-gmst700 66210 9fl 

24478 

116902_2.R1040 
uC-gmflminsoy018f08bl 

24479 

116909_1.R1040 
ncj700977533.hl 

24480 

116923JL.R1040 
gsv701055795.hl 

24481 

116923_2.R1040 
rca701000919.hl 

24482 

116924JL.R1040 

uaw700661085.hl 

BLASTX 

g3426048 

239 

6.0e-20 

59 

83 

(AC005168) putative hydroxymethylglutaryl-CoA lyase 
precursor [Arabidopsis thaliana] 

24483 

116931_1.R1040 
zhf700956511.hl 



Seq. No. 
Contig ID 
5' -most EST 



24484 

116944_1.R1040 
uaw700660764*hl 



Seq. No. 

Contig ID 
5 '-most EST 



24485 

116954_1.R1040 
uaw700661512.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



24486 

116962_1.R1040 
uaw700661380.hl 

24487 

116966JL.R1040 
jC-gmst02400076c09al 
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Seq. No. 
Contig ID 
5' -most EST 

Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



24488 

116966_2.R1040 
zhf700959349.hl 

24489 

116969JL.R1040 

rlr700898877.hl 

BLASTX 

g4335773 

198 

2.0e-19 

149 
40 

(AC006284) unknown protein [Arabidopsis thaliana] 
24490 

116974JL.R1040 

uaw700661742.hl 

BLASTX 

g4204263 

140 

1.0e-08 

33 

61 

(AC005223) 40409 [Arabidopsis thaliana] 
24491 

116976JL.R1040 

uC-gmflminsoy071d09b2 

BLASTX 

g2564679 

216 

2.0e-20 

182 
35 

(AF023484) putative KP78 protein kinase [Drosophila 
melanogaster] 

24492 

116985_1.R1040 
zhf700964746.hl 

24493 

116988JL.R1040 
uaw700660826.hl 

24494 

117000JL.R1040 
fC-gmst700660842fl 

24495 

117021JL.R1040 

dpv701102005.hl 

BLASTN 

g414180 

142 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



8.0e-74 

326 

88 

P. sativum mRNA for pIAA4/5.1 
24496 

117023JL.R1040 

uaw700661754.hl 

BLASTX 

g4559330 

346 

1.0e-37 

111 

73 

(AC007087) unknown protein [Arabidopsis thaliana] 
24497 

117031_1.R1040 
kmv700739176.hl 



Seq. No. 
Contig ID 
5 T -most EST 



24498 

117035_1.R1040 
wvk700686139.hl 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



24499 

117036JL.R1040 
leu701145951.hl 

24500 

117042_1.R1040 

pxt700942147.hl 

BLASTX 

g2244865 

376 

3.0e-36 

128 

62 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
24501 

117047JL.R1040 

rlr700896710.hl 

BLASTX 

g2459444 

564 

5.0e-58 

189 

59 

(AC002332) hypothetical protein [Arabidopsis thaliana] 
24502 

117060_1.R1040 
uaw700660921.hl 



Seq. No. 
Contig ID 
5' -most EST 



24503 

117065JL.R1040 
uaw700660927.hl 
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Seq. No, 


24504 


Contig ID 


117067_1.R1040 


5 -most EST 


znr / uuyouuuz .xi± 


Seq. No. 


o a c. n c. 


Contig ID 


11 /U / O 1 . K1U4U 


5 -most Ebl 


uaw / uuoou jjo • in. 


Seq. No. 




Contig lu 


1 1 ims 1 ri Odd 


o -most Eo 1 


U.aW / UUDOU!?'ii . Xi± 




Diino J. /i. 


NCBI GI 


gl531758 


BLAST score 


349 


E value 


3.0e-33 


Match length 


98 


% identity 


68 


NCBI Description 


(X98772) AUX1 [ 



unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



24507 

117079JL.R1040 
uaw700660942.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24508 

117093_1.R1040 
uaw700660959.hl 

24509 

117096_1.R1040 

uaw700660962.hl 

BLASTX 

gl086252 

222 

3.0e-18 

80 

54 

sucrose cleavage protein - Potato >gi_J7 07001_bbs_157 931 
(S74161) sucrolytic enzyme/f erredoxin homolog [Solanum 
tuberosum=potatoes, cv. Cara, leaf, Peptide, 322 aa] 
[Solanum tuberosum] 

24510 

117098_1.R1040 
uaw700660965.hl 

24511 

117099_1.R1040 

uC-gmrominsoy091b02bl 

BLASTX 

g3236235 

218 

1.0e-17 

130 

45 

(AC004 684) unknown protein [Arabidopsis thaliana] 
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>gi_4056501 (AC005896) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 


24512 


Contig ID 


117103JL.R1040 


5' -most EST 


uC-gmropic063d03bl 


Method 


BLASTX 


NCBI GI 


„QOfl1 COR 

gjzUXoZo 


BLAST score 


604 


E value 


9.0e-63 


Match length 


1 R1 


% identity 


7o 


NCBI Description 


(AC004669) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


O j| CI "5 


Contig ID 


i i mn 1 pi n^n 

11/XoU 1 .KIUhU 


5 1 -most EST 


uaw /uuobiuuo.ni 


Seq. No. 




Contig ID 


11714b_l . R1U4U 


5 ! -most EST 


uaw70Q6oluzz . nl 


Seq. No. 


24515 


Contig ID 


117149 1.R1040 


5 f -most EST 


uaw700661026.hl 


Method 


BLASTX 


NCBI GI 


g4455275 


BLAST score 


171 


E value 


4.0e-12 


Match length 


158 


% identity 


22 


NCBI Description 


(ALUoooz/) putative protein LHraDiuopt>-Lo uiictx.Laj.iaj 


Seq. No. 


24516 


Contig ID 


117164 1.R1040 


5 T -most EST 


uaw700661044.hl 


Method 


BLASTX 


NCBI GI 


g45oyoz / 


BLAST score 


167 


E value 


1.0e-17 


Match length 


130 


% identity 


45 


NCBI Description 


(AC007087) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


24517 


Contig ID 


117191_1.R1040 


5 '-most EST 


uaw700661092 .hi 


Seq. No. 


CI Q 


Contig ID 


117192 1.R1040 


5' -most EST 


zhf700952913.hl 


Method 


BLASTX 


NCBI GI 


g3451473 


BLAST score 


217 


E value 


1.0e-17 


Match length 


91 


% identity 


42 
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NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AL031349) 4-nitrophenylphosphatase [Schizosaccharomyces 
pombe] 



24519 

117203JL.R1040 

uaw700661090.hl 

BLASTX 

g4512263 

429 

1.0e-44 

137 

79 

(AB018526) H+/Ca2+ exchanger 2 



[Ipomoea nil] 





Seq. No. 


24520 




Contig ID 


117203 2.R1040 




5 T -most EST 


sat701013709.hl 




Method 


BLASTX 


5 


NCBI GI 


g4512263 




BLAST score 


600 


z ... 


E value 


2.0e-62 




Match length 


159 




% identity 


74 


ii 


NCBI Description 


(AB018526) H+/Ca2+ exchanger 2 [Ipomoea nil] 


iVi 


Seq. No. 


24521 




Print* i rr TH 


117904 1 Rlfl4fi 




5' -most EST 


uaw700661091.hl 




Method 


BLASTN 




NCBI GI 


gl620985 




BLAST score 


34 




E value 


1.0e-09 


if 


Match length 


90 




% identity 


84 




NCBI Description 


N.plumbaginifolia mRNA for 4 OS ribosomal protei 




Seq. No. 


24522 




Contig ID 


117207 1.R1040 




5 1 -most EST 


g4305328 




Method 


BLASTN 




NCBI GI 


g762924 




BLAST score 


69 




E value 


3.0e-30 




Match length 


73 




% identity 


99 




NCBI Description 


D.melanogaster mRNA for elast in-like protein 




Seq. No. 


24523 




Contig ID 


117224 1.R1040 




5 '-most EST 


asn701141481.hl 




Method 


BLASTX 




NCBI GI 


g3924594 




BLAST score 


535 




E value 


1.0e-54 




Match length 


119 




% identity 


34 




NCBI Description 


(AF069442) putative ribonucleoprotein [Arabidop 
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thaliana] >gi_4262139_gb_AAD14439_ (AC005275) putative 
ribonucleoprotein [Arabidopsis thaliana] 



Seq. No. 


z 4 DZ4 


Contig ID 


1 1 loot; i Di nyin 

11/zZO 1.K1U4U 


5 '-most EST 


uC-gmrommsoyi u yni idi 


Seq. No. 




Contig ID 


ll/iC4o 1.K1U4U 


5 1 -most EST 


uaw /uuooz / 4 o . ni 


Seq. No. 


24526 


Contig ID 


117249 1.R1040 


5 1 -most EST 


leu701150553.hl 


Method 


DT TS. QTY 


NCBI GI 


g4ooo Mo 


BLAST score 


223 


E value 


3.0e-36 


Match lengtn 


14 u 


% identity 


D4 


NCBI Description 


/7\pnnco/Q\ Vi^mnf haf -I pal nrni"Pi n r ATstoidoDsis thaliana] 


Seq. No. 


O/l COT 


Contig ID 


11/ZOZ 1.K1U4U 


5 1 -most EST 


uaw/OOooll / o . nl 


Seq. No. 


24528 


Contig ID 


117265 1.R1040 


5' -most EST 


zhf700961211.hl 


Method 


BLASTX 


NCBI GI 


™o o /i c a o n 

g2^4bUzU 


BLAST score 


150 


E value 


1.0e-09 


Match length 


llo 


% identity 




NCBI Description 


/ *7 oio yf i \ T . T 4-"U rami! afnr hnmnl nrr r Arflhi dODSlS thaliana] 

(zj:?/,j41J growun reguiaLur nuiLLu-Luy i r\±. a.u x u. o j_ o uuaj-j-unuj 


Seq. No. 




Contig ID 


ll/Zoo 1.K1U4U 


5 ' -most EST 


fC-gms e/UUci/U4z4rz 


Seq. No. 


24530 


Contig ID 


117270_1.R1040 


5' -most EST 


gsv701046661.hl 


Method 


BLASTX 


NCBI GI 


g2342686 


BLAST score 


513 


E value 


*D A ^ CO 

3 . 0e-5z 


Match length 


1 Jo 


% identity 


71 


NCBI Description 


(AC000106) Similar to Saccharomyces hypothetical protein 


YDROSlc (gb Z49209) . ESTs gbJT44436, gb_42252 come from this 




gene. [Arabidopsis thaliana] 


Seq. No. 


24531 


Contig ID 


117276 1.R1040 


5' -most EST 


g5677335 



3876 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24532 

117278JL.R1040 

uaw700661194.hl 

BLASTX 

g3157938 

467 

5.0e-47 

112 

81 

(AC002131) Similar to seryl-tRNA synthetase gb_U10400 from 
S cerevisiae. EST gb__N96627 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



24533 

117279J..R1040 
awf 700840924. hi 



Seq. No. 
Contig ID 
5' -most EST 



24534 

117287J..R1040 
uaw700661248.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24535 

117294JL.R1040 

fC-gmst700661229fl 

BLASTX 

g2129899 

231 

4.0e-19 

66 

62 

chalcone reductase homolog - Sesbania rostrata (fragment) 
>gi_899483_emb_CAA88591_ (Z48672) chalcone reductase 
homologue [Sesbania rostrata] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24536 

117302_1.R1040 
g5606350 

24537 

117322_1.R1040 

uC-gmropic075c07bl 

BLASTX 

g3834322 

251 

2.0e-33 

83 
86 

(AC005679) EST gb_R30300 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



24538 

117323_1.R1040 
uaw700663663.hl 



Seq. No. 
Contig ID 



24539 

117347 1.R1040 



3877 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uaw700661324.hl 

BLASTX 

g4415933 

384 

1.0e-53 

140 

76 

(AC006418) putative cellular apoptosis susceptibility 
protein [Arabidopsis thaliana] 

>gi_4559390_gb_AAD23050.1_AC006526_15 (AC006526) putative 
cellular apoptosis susceptibility protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24540 

117358JL.R1040 

uaw700662305.hl 

BLASTX 

g2244996 

307 

3.0e-28 

106 

21 

(Z97341) similarity to a membrane-associated salt-inducible 
protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24541 

117372_1.R1040 

uxk700672463.hl 

BLASTX 

g4388731 

401 

4.0e-39 

112 

71 

(AC006413) hypothetical protein [Arabidopsis thaliana] 
24542 

117373_1.R1040 

fC-gmst700661354fl 

BLASTN 

g2262200 

256 

1.0e-142 

418 

90 

Phaseolus vulgaris gibberellin 20-oxidase mRNA, complete 
cds 



Seq. No. 
Contig ID 
5' -most EST 



24543 

117389_1.R1040 
uaw700661372.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



24544 

117404_1.R1040 
uaw700661388.hl 



Seq. No. 



24545 
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Contig ID 


117417 1.R1040 


5 '-most EST 


uaw700661405.hl 


Seq. No. 


o a c; A £Z 
z4o4 0 


Contig ID 


117468 1.R1040 


5 1 -most EST 


hrw701056953.hl 


beq. No. 


O A AH 


L-oncig ijj 


1 1 / ft / Z ±.i\±Uf±U 


5 -most EST 


UaW / U U 0 0 1 4 / U .111 


beq. wo. 


O A R /I Q 


oontig liJ 


11/4/0 1.K1U4U 


O IUOS L CjOI 




Method 


-D.Li.riO X 


NCBI GI 


g2842490 


BLAST score 


390 


TP TT 1 n a 

Ei vaiue 


o . ue o o 


Match length 


O J 


% identity 


00 


NCBI Description 


lALuzi/4y) neat:- 


Seq. No. 


^404 y 


Contig ID 


11 /4 / / 1 . K1U4U 


ET | » .-J. "COT 1 

o -mosr hbi 


uaw /uuooi4/o.ni 


Method 


BLAblX 




rr^AA ^908 


BLAST score 


405 


E value 


1.0e-39 


Match length 


122 


% identity 


72 


NCBI Description 


(AC004786) putat 



Seq. No. 
Contig ID 
5 '-most EST 



[Arabidopsis thaliana] 
24550 

117481JL.R1040 
uaw700661479.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



24551 

117487_1.R1040 
uC-gmf IminsoyO 64b07bl 

24552 

117488JL.R1040 

uaw700661486.hl 

BLASTX 

g4335773 

268 

2.0e-23 

85 

68 

(AC006284) unknown protein [Arabidopsis thaliana] 
24553 

117496_1.R1040 
leu701146511.hl 



3879 



# 



oeq. LN o . 


.33 . 


i^ 1 4- -I « th 

uonncj ijj 




o -most EST 


epx /uiiuo4yo.ni 


Seq. No. 


^4000 


contig ID 


11/0U0 1.K1U4U 


0 — IUOST, 


go / jijjz 


Method 


T_ T 7> C rpTvT 

dLAo IN 




rrA OOri^^R 

g4ZZUOOD 


BLAST score 


34 


E value 


1.0e-09 


Match length 


ofo 


% identity 


oO 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 




MDB19/ complete sequence [Arabidopsis thaliana] 


oeq. No. 


<_4ooo 


uontrg id 


11/OzO 1.K1U4U 


o -most i_b 1 


uaw / uubo_-Uuy.ni 






NCBI GI 


g3337361 


BLAST score 


344 


E value 


i to 
i . ue-jz 


Ma t ch 1 engt h 


1UU 


% identity 


61 


NCBI Description 


(AC004481) ankyrin-like protein [Arabidopsis thaliana] 


Seq. No. 


24557 


Contig ID 


117530 1.R1040 


5 ' -most EST 


uaw7 00661538 . hi 


Seq. No. 


24558 


Contig ID 


117534_1 .R1040 


d -most EST 


apv /011U344O. nl 


Method 




NCBI GI 


g2274993 


BLAST score 


428 


E value 


o . ue— 4<c 


Match length 


1U4 


% identity 


76 


NCBI Description 


(AJ000230) unnamed protein product [Hordeum vulgare] 


beq. wo. 


z4ooy 


Contig ID 


117542 1.R1040 


5 '-most EST 


uaw700661552.hl 


oeq. no. 


z40OU 


Contig ID 


117549 1.R1040 


5 '-most EST 


gsv701053766.hl 


Seq. No. 


z4ool 


Contig ID 


117554 2.R1040 


5 '-most EST 


pxt700944670.hl 


Seq. No. 


24562 


Contig ID 


117556 1.R1040 


5 ' -most EST 


uaw700661568.hl 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24563 

117577_1.R1040 

gsv701055758.hl 

BLASTX 

g2459433 

227 

2.0e-18 

63 

68 

(AC002332) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



24564 

117594_1.R1040 
uaw700661713.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24565 

117595_1.R1040 

jC-gmro02 910013a09al 

BLASTN 

g2564044 

38 

8.0e-12 

81 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19P17, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



24566 

117595_2.R1040 
zhf700961001.hl 



Seq. No. 
Contig ID 
5 '-most EST 



24567 

117596_1.R1040 
pmv700890487.hl 



Seq. No. 
Contig ID 
5' -most EST 



24568 

117597_1.R1040 
wvk700680781.hl 



Seq. No. 
Contig ID 
5' -most EST 



24569 

117614JL.R1040 
jC-gmst02400029e06dl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24570 

117618JL.R1040 

uaw700661741.hl 

BLASTX 

g2982452 

247 

8.0e-29 

107 

59 

(AL022223) receptor protein kinase-like protein 
[Arabidopsis thaliana] 



Seq. No. 



24571 



3881 



II 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



117623_1.R1040 

kmv700741073.hl 

BLASTX 

g3738232 

353 

4.0e-33 

172 

44 

(AB007791) DREB2B [Arabidopsis thaliana] 

>gi_4126708_dbj_BAA36706_ (AB016571) DREB2B [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



24572 

117626_1.R1040 
uaw700662117.hl 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24573 

117634JL.R1040 

uaw700661761.hl 

BLASTX 

g710465 

287 

9.0e-26 

137 

47 

OEP86=outer envelope protein 
878 aa] 



;Peas, Peptide Chloroplast, 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24574 

117635_1.R1040 

fua701038753.hl 

BLASTX 

g3850583 

288 

8.0e-26 

139 

51 

(AC005278) Contains similarity to transcription initiation 
factor HE, alpha subunit gb_X63468 from Homo sapiens. 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24575 

117653_1.R1040 

gsv701044929.hl 

BLASTX 

g2459416 

270 

1.0e-23 

115 
36 

(AC002332) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



24576 

117655_1.R1040 

fC-gmst700662075f5 

BLASTX 

g2827715 



3882 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228 

2.0e-18 

153 
35 

(AL021684) receptor protein kinase - like protein 
[Arabidopsis thaliana] 

24577 

117656_2.R1040 

dpv701102809.hl 

BLASTX 

g2498864 

411 

6.0e-40 

182 

44 

RRP5 PROTEIN H0M0LOG (KIAA0185) >gi_1136430_dbj_BAA11502_ 
(D80007) similar to hypothetical protein YM9959.11C of 
S.cerevisiae. [Homo sapiens] 

24578 

117660J..R1040 

bth700849358.hl 

BLASTX 

gll72923 

141 

1.0e-08 

137 

26 

RAN GTPASE ACTIVATING PROTEIN 
RNA1 homolog fugl - mouse >gi 
yeast RNA1, RNA production and processing protein, Swiss 
Prot Accession Number P11745 [Mus musculus] 



1 >gi_1083497_pir A36983 

472852 (U08110) homolog of 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



24579 

117677_1.R1040 

uC-gmrominsoy070al0bl 

BLASTX 

g417592 

277 

2.0e-24 

147 

43 

RIBONUCLEIC ACID TRAFFICKING PROTEIN 1 (5 T -3 f 

EXORIBONUCLEASE) (P116) >gi_83014_pir S20126 

exoribonuclease RATI (EC 3.1.11.-) - yeast (Saccharomyces 
cerevisiae) >gi_172365 (M95626) Ratlp [Saccharomyces 
cerevisiae] >gi_386005_bbs_132577 (S61567) transcription 
act ivator=TAPl /RATI [Saccharomyces cerevisiae=yeast, 
Peptide, 100 6 aa] [Saccharomyces cerevisiae] 
>gi_1420179_emb_CAA99240_ (Z74956) ORF YOR048c 
[Saccharomyces cerevisiae] 

24580 

117684_1.R1040 

fC-gmst700661823fl 

BLASTX 



3883 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5' -most EST 



g3810598 
1189 

1.0e-131 

292 

72 

(AC005398) putative endo-xyloglucan transferase 
[Arabidopsis thaliana] 



24581 

117699_1.R1040 

jC-gmro02910038c02al 

BLASTX 

g2950478 

175 

2.0e-12 

82 

44 

(AL022070) hypothetical protein 
24582 

117699_2.R1040 
wvk700684689.hl 



[Schizosaccharomyces pombe] 



24583 

117720_1.R1040 

zhf700955535.hl 

BLASTX 

g4508069 

1025 

1.0e-130 

345 

67 

(AC005882) 12246 [Arabidopsis thaliana] 
24584 

117726JL.R1040 
jC-gmle01810073al2al 

24585 

117744JL.R1040 

sat701012787.hl 

BLASTX 

g2244979 

547 

5.0e-56 

140 

76 

(Z9734 0) similarity to enoyl-CoA hydratase [Arabidopsis 
thaliana] 

24586 

117746_1.R1040 
jC-gmro02910061a04dl 

24587 

117749_1.R1040 
uaw700661905.hl 



3884 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



24588 

117784_1.R1040 
zpv700758569.hl 

24589 

117787_1.R1040 

jC~gmro02910023a05dl 

BLASTX 

g3183237 

169 

9.0e-12 

136 

29 

HYPOTHETICAL 103.4 KD TRP-ASP REPEATS CONTAINING PROTEIN 
C3D6.12 IN CHROMOSOME II >gi__2117308_emb_CAB09121_ (Z95620) 
trp asp repeat protein [Schizosaccharomyces pombe] 

24590 

117824_1.R1040 
wvk700680847.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



24591 

117834JL.R1040 
xpa700795246.hl 

24592 

117836JL.R1040 
g4292261 



Seq. No. 

Contig ID 
5 T -most EST 



24593 

117865_1.R1040 
uaw700662131.hl 



Seq. No. 
Contig ID 
5 '-most EST 



24594 

117877JL.R1040 
kmv700739964.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



24595 

117897JL.R1040 

zsg701120161.hl 

BLASTX 

gl335862 

502 

8.0e-51 

135 

75 

(U42608) clathrin heavy chain [Glycine max] 
24596 

117902JL. R1040 

uaw700662201.hl 

BLASTN 

g2244788 

59 

1.0e-24 

179 



3885 



% identity 

NCBI Description 



83 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Ocvj • LNU . 


^ *± -J Z) l 


UOnUig J-JJ 


1 1 7Q1 Q 1 R1 040 

ll/_7l-7 ±*I\±\J Z ±\J 


•J 1UUO U XLikJ X 


asn70lT39901 hi 


Seq. No. 


24598 


Contig ID 


117925_1.R1040 


S T — mn^t- FRT 

sj ilLvJoL J—iO i. 


nC-crmf 1 mi nsnv003d07bl 




.LJj_l.tt.i_) X LN 




rr^ft91 7ft fl 
y jOii / ou 


O T ACT* e/tAv*fl 

jDiiiioi score 




T tt n 1 

£j vajLue 




Matcn iengi,n 


JJ 


% identity 


O D 


MP"RT Flocpri n1"i on 


YonnnnQ 1 ^^vi <3 r'DKIA pi r»np 97Afi— 1 

j-J U.o lac vio wu-Nr- uxunc ( J. 


Seq. No. 


24599 


Contig ID 


117927 1.R1040 


C 1 _rn/^\ o +- 1TQT 


n3 M 7 nn££99'39 hi 


TtjT y^s, 4— V*i /*v 


JDJ-irlo 1A 


NCBI GI 


-on n com 

go / / ouu / 


rsLAol score 


ZfiU 


E value 


D . ue — _c u 


Match length 


/ a 


-s identity 




jNutsx Description 


^ZiTniPM£'7\ T3MZ_ Hal i r»aoa rfirahi Hone \ q f ha 1 
^nUUlU^l D / J I\lN.r_ IltJ_L_LOcloc [nicUJlUUpolo Ul let J- 


Seq. No. 


24600 


Contig ID 


117929_1.R1040 


D IROS L JLol 


sat / uiuijiu / *ri± 








rr9 Q^l ^Pfl 


DiiAoi score 


Z 4 D 


E value 


i n^-9 s 


Match length 


fin 


% identity 


/ 1 


IN^Jol UcbOI ipi-lOIl 




Seq. No. 


24601 


Contig ID 


117932_1.R1040 


o most Hio i 


giuroiiiirioCjy 1 o zuu ojji 


Method 


bLAo 1a 


NLtSl bl 


gjuoUoyu 


bLAbi score 


1Z / 


Hi V CL J_ Lit! 




Match length 


97 


% identity 


53 


NCBI Description 


(AL022603) putative protein [Arabidopsis 


Seq. No. 


24602 


Contig ID 


117933 1.R1040 


5' -most EST 


gsv701053803.hl 


Method 


BLASTX 


NCBI GI 


g4415921 



3886 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



960 

1.0e-107 

337 

56 

(AC006282) putative glucosyl transferase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



24603 

117942_1.R1040 
uaw700662264.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24604 

117948_1.R1040 

gsv701051128.hl 

BLASTX 

g2500537 

245 

1.0e-20 

154 

42 

PROBABLE ATP-DEPENDENT RNA HELICASE HAS1 

>gi_626265_pir S47451 hypothetical protein YMR290c 

{Saccharomyces cerevisiae) >gi_530347_emb_CAA567 99_ 
(X80836) RNA helicase [Saccharomyces cerevisiae] 



- yeast 



Seq. No. 

Contig ID 
5 '-most EST 



24605 

117974_1. R1040 
xpa700796440.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24606 

117978JL.R1040 

gsv701053283.hl 

BLASTX 

g2829868 

192 

1.0e-14 

66 

61 

(AC002396) Unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



24607 

118008_1.R1040 
zhf700956337.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24608 

118015_1.R1040 

jC-gmle01810007b03al 

BLASTX 

g3063708 

516 

2.0e-52 

166 

59 

(AL022537) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



24609 

118018 1.R1040 



3887 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmropic028c09bl 

BLASTX 

g3335375 

655 

7.0e-69 

139 

86 

(AC003028) putative amidase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5" -most EST 



24610 

118038_1.R1040 
bth700847613.hl 



Seq. No. 
Contig ID 
5' -most EST 



24611 

118045_1.R1040 
gsv701047060.hl 



Seq. No. 

Contig ID 
5 '-most EST 



24612 

118045__2.R1040 
sat701014352.hl 



Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24613 

118055_1.R1040 

fde700873161.hl 

BLASTX 

gl345933 

439 

2.0e-55 

164 

72 

CITRATE SYNTHASE, GLYOXYSOMAL PRECURSOR (GCS) 

>gi_1084323_pir S53007 citrate synthase - cucurbit 

>gi_975633_dbj_BAA07328_ (D38132) glyoxysomal citrate 
synthase [Cucurbita sp.] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24614 

118058_1.R1040 

uaw700662704.hl 

BLASTX 

g3928093 

264 

8.0e-23 

66 

74 

(AC00577 0) IVR-like protein [Arabidopsis thaliana] 
24615 

118080_1.R1040 

g4314115 

BLASTX 

g3150408 

360 

6.0e-34 

158 

45 

(AC004165) hypothetical protein [Arabidopsis thaliana] 



3888 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24616 

118083_1.R1040 

sat701007593.hl 

BLASTX 

g4006909 

270 

2.0e-23 

78 

71 

(Z99708) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 f -most EST 



24617 

118101_1.R1040 
uaw700662755.hl 



Seq. No. 
Contig ID 
5' -most EST 



24618 

118149_1.R1040 
zlv700807693.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24619 

118156JL.R1040 

leu701154865.hl 

BLASTN 

g4106527 

78 

9.0e-36 

82 
99 

Mus musculus Pontin52 mRNA, complete cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24620 

118158J..R1040 

dkc700967932.hl 

BLASTX 

g3402711 

160 

1.0e-10 

84 

28 

(AC004261) putative RNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24621 

118169_1.R1040 

uC-gmf lmins oy 0 7 4 dO 7bl 

BLASTX 

g4522009 

164 

4.0e-ll 

71 

48 

(AC007069) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5* -most EST 



24622 

118169_4.R1040 
zhf700963618.hl 



3889 



Seq. No. 
Contig ID 
5 '-most EST 



24623 

118170_1.R1040 
uaw700662955.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



24624 

118193_1.R1040 

g5057635 

BLASTX 

g2708314 

574 

1.0e-58 

307 
32 

(AF027727) protein disulfide isomerase RB60 [Chlamydomonas 
reinhardtii] >gi_4104541 (AF036939) protein disulfide 
isomerase [Chlamydomonas reinhardtii] 

24625 

118207_2.R1040 
epx701109832.hl 

24626 

118212JL.R1040 
uaw700663116.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



24627 

118230_1.R1040 
jC-gmst02400063h04dl 

24628 

118231_1.R1040 
g5753628 

24629 

118231_4.R1040 
epx701106665.hl 

24630 

118259JL.R1040 

asn701141232.hl 

BLASTX 

g927428 

891 

3.0e-96 

203 

81 

(X86733) fisl [Linum usitatissimum] 
24631 

118259^2. R1040 

jC-gmfl02220052a03dl 

BLASTX 

g927428 

205 

4.0e-16 

42 

86 



3890 



NORT Dpsrri nti on 


(X86733) fisl [Linum usitatissimum] 


O C • LN • 


24632 


Pnnt - 1 rr TO 


118266 1 R1040 


5 '-most EST 


uaw700665779.hl 


Method. 


BLASTN 


NCBI GI 


g3021347 


BLAST score 


44 


E value 


1.0e-15 


f ph 1 pncrth 


72 


?: "i cient i t v 


90 




Cicer arietinum mRNA for cytoplasmic ribosomal 




<ti U J J 


Pont" H rr TH 


118287 1 R1040 


5 ■ -most EST 


g5752980 


Met" hod 


BLASTX 


NCBI GI 


g4107276 


BLAST score 


415 


R value 


2, Oe-40 


M^'hr'ln 1 £*ti rri~ h 


92 


^ x Lit; ii i — l uy 


87 


NPRT Dp^pri i on 


(X98506) acetyl-CoA synthetase [Solanum tuberos 


OCtjt IN (J • 




Pont - 1 rr T Fl 


1 1 S?Q7 1 R1 04 0 




uaw700663319.hl 




BLASTX 


L\ w J_> J. \J -L. 


a3335378 


BLAST score 


325 


E value 


3.0e-30 


Msrph 1 en nth 


86 


15 JLmcIlL. J- l y 




NCBI Description 


(AC003028) Myb-related transcription activator 




thaliana] 


cjp/x fan 


24635 


p^in +- -! y^r T Pi 

uonuig .ljj 


1 1 89Q8 1 R1 040 


5' -most EST 


rca701002040.til 


Seq. No. 


24636 


Contig ID 


118300 1.R1040 


5 '-most EST 


uaw700663324.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24637 

118305_1.R1040 

uC-gmrominsoy307b01bl 

BLASTX 

g3885340 

259 

2.0e-22 

79 

68 

(AC005623) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



24638 

118308 1.R1040 



3891 



5 '-most EST 


jC-gmst02400043b06dl 


Seq. No. 


24639 


Contig ID 


118323 1.R1040 


5 '-most EST 


jC-gmle01810061c02al 


Seq. No. 


24640 


Contig ID 


118323 2.R1040 


5' -most EST 


uaw700663350.hl 


Seq. No. 


24641 


Contig ID 


118332 1.R1040 


5' -most EST 


g4397347 


Seq. No. 


24642 


Contig ID 


118335JL.R1040 


5' -most EST 


jC-gmro02910064g04al 


Seq. No. 


24643 


Contra ID 


118335 2 R1040 


5 1 -most EST 


uaw700^63362 .hi 


Sea No 


24 644 


font i a TD 


118354 1 R1040 

J LU J Ji X ■ £\X L> *± \J 


S'-most EST 


sat701011567 .hi 


Method. 


BLASTN 


NCBI GI 


g20834 


BLAST score 


440 


E value 


0 . 0e+00 


Match length 


808 


% identity 


89 


NCRT Dp s rri nt* i on 


P ^ati VTim PHSP1 mRNA 

t, a OCl LX V UliU IT ii. kJ IT X lLllVLilrT 




24645 


Contia TD 


118^69 1 R1 040 


5' -most EST 


wrg7 00787182 .h2 


Method 


BLASTN 


NCBI GI 


gl8735 


BLAST score 


220 


E value 


1.0e-120 


Match length 


371 


% identity 


91 




ou jjcoii rvxr xj x y cue 




II 


Spa No 


94 64 

*i U *± U 


pAnt i rr TH 

V^UllLX^ X U 


1 1 8^7^ 1 R1 040 


5 '-most EST 


zhf 700955942 .hi 


Method 


BLASTX 


NCBI GI 


g3249070 


BLAST score 


171 


E value 


6.0e-12 


Match length 


107 


% identity 


42 



NCBI Description 



(AC004473) Contains similarity to siah binding protein 1 
(SiahBPl) gb_U51586 from Homo sapiens. ESTs gb_T43314, 
gbJT43315 and gb_R90521 7 gb_T75905 [Arabidopsis thaliana] 



3892 



Seq. No. 
Contig ID 
5 '-most EST 



24647 

118384J..R1040 
leu701155193.hl 



Seq. No. 

Contig ID 
5 T -most EST 



24648 

118409JL.R1040 
uaw700663582.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



24649 

118415_1.R1040 

uC-gmropic070e05bl 

BLASTX 

g4220527 

460 

1.0e-45 

185 

50 

(AL035356) putative protein [Arabidopsis thaliana] 
24650 

118438 JL.R1040 

yzl700967071.hl 

BLASTX 

gl091678 

190 

2.0e-14 

115 

37 

activator-like transposable element [Pennisetum glaucum] 
24651 

118452_1.R1040 
uaw700663637.hl 



Seq. No. 
Contig ID 
5 '-most EST 



24652 

118454_1.R1040 
uaw700663639.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



24653 

118457JL.R1040 

uC-gmronoir073e04bl 

BLASTX 

g2735841 

274 

6.0e-24 

137 

44 

(AF010283) No definition line found [Sorghum bicolor] 
24654 

118486JL.R1040 
uC-gmropic045gl2bl 

24655 

118492_1.R1040 
uaw700663678.hl 



3893 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24656 

118505JL.R1040 

kll701206767.hl 

BLASTX 

g4539330 

1121 

1.0e-123 

346 

63 

(AL03567 9) putative receptor-like protein kinase (fragment) 
[Arabidopsis thaliana] 

24657 

118505_2.R1040 

fC-gmst700663791r4 

BLASTX 

g4539330 

180 

6.0e-13 

69 
55 

(AL035679) putative receptor-like protein kinase (fragment) 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24658 

118512_1.R1040 

eep700865890.hl 

BLASTN 

g3402671 

37 

2.0e-ll 

73 
88 

Arabidopsis thaliana chromosome II BAC T16B24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

24659 

118513_1.R1040 
jex700903558.hl 

24660 

118539JL.R1040 

gsv701044503.hl 

BLASTX 

g2191172 

188 

2.0e-14 

51 

69 

(AF007270) contains similarity to GATA-type zinc fingers 
(PS:PS0034 4) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



24661 

118555JL.R1040 
wvk700683214.hl 



3894 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



24662 

118556J..R1040 

uC-gmrominsoy044b07bl 

BLASTX 

gl084780 

175 

1.0e-12 

112 

35 

probable membrane protein YPR048w - yeast (Saccharomyces 
cerevisiae) >gi_805031_emb_CAA8 9168__ (Z49219) unknown 
[ Saccharomyces cer e vi s iae ] >gi_l 31411 9_emb_CAA9 4 9 95_ 
(Z71255) unknown [Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24663 

118563JL.R1040 

fC-gmst700663766f3 

BLASTX 

g4335745 

152 

4.0e-10 

98 
36 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24664 

118566J..R1040 

kll701213959.hl 

BLASTX 

g2827637 

143 

7.0e-09 

52 

56 

(AL021636) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



24665 

118569JL.R1040 
uxk700667627.hl 



Seq. No. 
Contig ID 
5' -most EST 



24666 

118579_1.R1040 
uaw700663782.hl 



Seq. No. 
Contig ID 
5' -most EST 



24667 

118586_1.R1040 
uaw700663792.hl 



Seq. No. 

Contig ID 
5' -most EST 



24668 

118589_1.R1040 
uC-gmf Iminsoy037a05bl 



Seq. No. 
Contig ID 
5 T -most EST 



24669 

118597JL.R1040 
uaw700663808.hl 



3895 



ft 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g3582340 

197 

3.0e-15 

86 

47 

(AC005496) 



unknown protein [Arabidopsis thaliana] 



24670 

118599JL.R1040 
kmv700741520.hl 



Seq. No. 
Contig ID 
5 T -most EST 



24671 

118611JL.R1040 
uaw700663833.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24672 

118625_1.R1040 

uaw700663854.hl 

BLASTX 

g3367522 

235 

7.0e-20 

101 

50 

(AC004392) EST gb_T04691 comes from this gene. [Arabidopsis 
thaliana] 

24673 

118643JL.R1040 

uaw700663878.hl 

BLASTX 

g3033375 

508 

2.0e-51 

170 
57 

(AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 

24674 

118662JL.R1040 
awf700841118.hl 

24675 

118674_1.R1040 

uaw700664222.hl 

BLASTN 

g!066858 

582 

0.0e+00 

793 

94 

Glycine max (clone 91) acetyl-CoA-carboxylase (ACCase-A) 
mRNA, 3' end of cds 



Seq. No. 



24676 



3896 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



118684JL.R1040 

leu701151065.hl 

BLASTX 

g4091008 

397 

9.0e-39 

119 

64 

(AF040700) methionyl-tRNA synthetase [Oryza sativa] 
24677 

118690JL.R1040 
kll701205187.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



24678 

118696JL.R1040 

uC-gmflminsoy074g03bl 

BLASTX 

g2088651 

179 

4.0e-13 

116 

41 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

24679 

118739JL.R1040 

jC-gmro02910010c05al 

BLASTX 

g3522937 

258 

7.0e-22 

309 

28 

(AC004411) unknown protein [Arabidopsis thaliana] 
24680 

118742_1.R1040 

uaw700664605.hl 

BLASTX 

g2500036 

155 

2.0e-10 

51 

61 

DIHYDROOROTASE PRECURSOR (DHOASE) >gi_2121273 (AF000146) 
dihydroorotase [Arabidopsis thaliana] 
>gi_3292818_emb_CAA19808_ (AL031018) dihydroorotase 
[Arabidopsis thaliana] 

24681 

118763_1.R1G40 

pmv700894093.hl 

BLASTX 

g2739386 

178 



3897 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-13 
81 

47 ' 
(AC002505) 



unknown protein [Arabidopsis thaliana] 



24682 

118766__1.R1040 

zhf700954595.hl 

BLASTX 

gll74862 

144 

3.0e-09 

60 

37 

PUTATIVE UBIQUITIN CARBOXYL- TERMINAL HYDROLASE C13A11.04C 
(UBIQUITIN THIOLESTERASE) (UBIQUITIN-SPECIFIC PROCESSING 
PROTEASE) (DEUBIQUITINATING ENZYME) 
>gi_984225_emb_CAA90805_ (Z54096) unknown 
[Schizosaccharomyces pombe] 



Seq. No. 


24683 


Contig ID 


118772_1 .R1040 


5' -most EST 


hrw701062193.hl 


Method 


BLASTX 


NCBI GI 


g2791278 


BLAST score 


232 


E value 


3. Oe-19 


Match length 


139 


% identity 


39 


NCBI Description 


(Z69257) beta-xylosidase [Hypoc 


Seq. No. 


24684 


Contig ID 


118774 1.R1040 


5' -most EST 


uaw700666952.hl 


Seq. No. 


24685 


Contig ID 


118803 1.R1040 


5' -most EST 


jC-gmle01810010cl2al 


Seq. No. 


24686 


Contig ID 


118810 1.R1040 


5' -most EST 


eep700868507.hl 


Method 


BLASTX 


NCBI GI 


g3953457 


BLAST score 


147 


E value 


7.0e-09 


Match length 


98 


% identity 


37 


NCBI Description 


(AC002328) F20N2.2 [Arabidopsis 


Seq. No. 


24687 


Contig ID 


118813 1.R1040 


5 '-most EST 


fC-gmse700671180al 


Method 


BLASTX 


NCBI GI 


g2961358 


BLAST score 


1350 


E value 


1.0e-150 



3898 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



300 
85 

(AL022140) serine/threonine 
[Arabidopsis thaliana] 



protein kinase like protein 



24688 

118813_2.R1040 

jC-gmst02400066hlldl 

BLASTX 

g2961358 

206 

3.0e-16 

51 
75 

(AL022140) serine/threonine protein kinase like protein 
[Arabidopsis thaliana] 

24689 

118832_1.R1040 

uaw700664412.hl 

BLASTX 

g3328101 

288 

3.0e-26 

78 

64 

(AF073995) beta-galactosidase [synthetic construct] 
24690 

118835_1.R1040 

leu701154262.hl 

BLASTX 

g3935183 

273 

6.0e-25 

138 

52 

(AC004557) F17L21.26 [Arabidopsis thaliana] 
24691 

118837_1.R1040 

crh700854135.hl 

BLASTX 

g3132471 

333 

3.0e-33 

118 

61 

(AC003096) putative protein phosphatase 2C [Arabidopsis 
thaliana] 

24692 

118853_1.R1040 
awf700839191.hl 

24693 

118854 1.R1040 



3899 



# 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4397574 
BLASTN 
g400531 
269 

1.0e-149 

713 
84 

V.sativa mRNA for NADPH-ferrihemoprotein reductase 



Seq. No. 
Contig ID 
5' -most EST 



24694 

118855JL.R1040 
uC-ginrominsoyl42c02bl 



Seq. No. 
Contig ID 
5' -most EST 



24695 

118856_1.R1040 
uC-gmropic045hllbl 



Seq. No. 

Contig ID 
5 T -most EST 



24696 

118856__2.R1040 
epx701106004.hl 



Seq. No. 
Contig ID 
5 '-most EST 



24697 

118856_3.R1040 
wrg700789707.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24698 

118859_1.R1040 

crh700853408.hl 

BLASTX 

g3738230 

289 

1.0e-25 

137 
45 

(AB007790) DREB2A [Arabidopsis thaliana] 

>gi_4126706__dbj_BAA36705_ (AB016570) DREB2A [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



24699 

118859_2.R1040 
epx701109895.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24700 

118861_1.R1040 

jC-gmle01810088fl2al 

BLASTX 

g2104951 

366 

8.0e-35 

180 

53 

(U96717) MAP kinase-like protein [Selaginella lepidophylla] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



24701 

118867_1.R1040 

uC-gmrominsoy039h06bl 

BLASTX 



3900 




NCBI GI g3337361 

BLAST score 417 

E value 8.0e-41 

Match length 173 

% identity 49 t , ^ . 

NCBI Description (AC004481) ankyrin-like protein [Arabidopsis thaliana] 

Seq. No. 24702 

Contig ID 118872_1 . R1040 

5 r -most EST uaw700664456 .hi 



Seq. No. 24703 

Contig ID 118886JL.R1040 

5 '-most EST uaw700664473 . hi 

Seq. No. 24704 

Contig ID 118887_1 .R1040 

5' -most EST zhf 700965219 . hi 

Seq. No. 24705 

Contig ID 118899JL .R1040 

5' -most EST hyd700727966 . hi 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24706 

118901_1.R1040 

uC-gmrominsoy030gl0bl 

BLASTX 

g2281105 

259 

2.0e-22 

122 

46 

(AC002333) unknown protein [Arabidopsis thaliana] 



Seq. No. 24707 

Contig ID 118903_1 . R1040 

5' -most EST jC-gmle01810009a06dl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24708 

118911_1.R1040 

fC-gmst700667018f2 

BLASTX 

g4204575 

421 

3.0e-41 

135 
64 

(AF098510) cytochrome 



b5 DIF-F [Petunia x hybrida] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



24709 

118929JL.R1040 

wvk700685911.hl 

BLASTX 

g3668089 

847 

4.0e-91 
178 



3901 




% identity 


87 


NCBI Description 


(AC004667) unknown protein [Arabidopsis thaliana] 


c cirr Mo 


24710 


Contig ID 


118941 1.R1040 


5' -most EST 


uaw700664541.hl 




24711 


Contig ID 


118948 1.R1040 


5 '-most EST 


fC-gmle7000743383fl 


Q&rr Mo 


24712 


Contig ID 


118950 1.R1040 


5 '-most EST 


jC-gmle01810060f04al 


Qprr MO 


24713 


Contig ID 


118952 1.R1040 


5 '-most EST 


awf 700842458. hi 


Qprr Mfi 


24714 


OUllLX^ XL/ 


118959 1 R1040 


3 XROS L DOl 


U.C1 W / UUUUt Jul • ilX 


Q VT /-\ 


9471 5 


LOIlLly 1JJ 


1 1 RQ61 1 Pi 040 
no joi x, • r\ x, vj *± vj 


R 1 — mocit- F^T 

_) iLLVJOL. DO X 


nP— nnm*rnrii r069hllbl 




PJ.ASTX 


NCBI GI 


g3132889 


BLAST score 


194 


Hi VdJ-LLt; 


1 * Oe-14 


lXiatCll Xcliy L.X1 


1 R9 


% identity 


31 


NCBI Description 


(AF026386) WaaA [Salmonella typhimurium] 


oecj. inu. 


9471 6 


Contig ID 


118969 1.R1040 


5' -most EST 


zhf700958206.hl 


Qprr MO 


24717 


Contig ID 


118977 1.R1040 


5' -most EST 


uaw700664583.hl 


oecj. iNo . 


9471 8 


Lonng xjj 


1 1 ft QQfi 1 Rl 040 


o most iijoi 


ii = Taj7 0 0 664 61 1 hi 


O ^-i y-^r VT /-» 

becj- jno. 


9471 Q 


uonuig id 


1 1 Qnn 4 i p 1 o 4 o 


J illO o U HO 1 


1 ^n7011~5 c iR94 hi 

X"U / U J L J J ^ • 11 J. 


Metnoa 


JdjLxRo 1 a 


NCBI GI 


g2197127 


BLAST score 


205 


E value 


1.0e-15 


Match length 


152 


% identity 


32 


NCBI Description 


(AF003907) swelling-induced chloride conductance 



protein plcln [Oryctolagus cuniculus] 



3902 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24720 

119013JL.R1040 

jC-gmro02910016b09al 

BLASTX 

gl724110 

1051 

1.0e-114 

346 

56 

(U79770) cinnamyl-alcohol dehydrogenase Eli3 
[Mesembryanthemum crystallinum] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24721 

119025JL.R1040 

uaw700664643.hl 

BLASTX 

g3242715 

260 

6.0e-23 

83 
58 

(AC003040) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



24722 

119028_1.R1040 
uaw700664646.hl 



Seq. No. 
Contig ID 
5 '-most EST 



24723 

119041_1.R1040 
uaw700664664.hl 



Seq. No. 
Contig ID 
5' -most EST 



24724 

119043_1.R1040 
uaw700665139.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24725 

119058_1.R1040 

uaw700664686.hl 

BLASTX 

g4176420 

397 

2.0e-38 

115 

63 

(ABO 08097) cytochrome 



P450 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



24726 

119066_1.R1040 
uaw700664696.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



24727 

119073_1.R1040 

uaw700664708.hl 

BLASTX 

g3193284 

165 



3903 



# 



E value 


O t Ut. -L ^ 


Match length 


A 1 

4 1 


% identity 


7 £ 


NCBI Description 


iiLVCiMOQft} Nr> definition line found [Arabidopsis thaliana 


beg. wo. 


9/179fi 


uonrig iu 


1 1 QOQS 1 R1040 


3 IllCJo L HiO 1 


leu701155727 .hi 


Method 




NCBI GI 


g2827637 


BLAST score 


147 


E value 


o . ue U j 


Match length 


1 97 


% identity 


o -L 


NCBI Description 


/aT09i£'3£^ nufsi-ivp nrotpin rArabidoosis thaliana] 


beg. no. 


9479Q 

Z *i / Z :? 


coning iu 


1 1 Q1 01 1 T?1 040 


0 — IuOSl HjO 1 


n^w700^64738 hi 


Method 


TJT 7V OqiV 


NCBI GI 


g3269285 


BLAST score 


161 


E value 


4 Ho— 1 Q 


Match length 


1 OQ 


% identity 


47 


NCBI Description 


(AL030978) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


947^0 


Contig ID 


IXyiUO 1.KXU4U 


5 -most EST 


gSV / U1U4 4 / jU.nl 


Seq. No. 


9>] 7 "31 

z4 / oL 


Contig ID 


i i Qi fi7 1 Pi 0A0 


S -inost bo I 


n3T.Tinn^^474A hi 
Uaw / UUOO^t / f±^t • Il-L 


Method 


BLAb IX 


NCBI GI 


g3298544 


BLAST score 


331 


E value 


O . Uc O-L 


Match length 


79 


% identity 




NCBI Description 




Seq. No. 


z4 / 


Contig id 


1 i an *a i Tji 04 0 


0 ITIOS L ILD 1 


awf700837140 hi 


Method 


tit 7in rpv 


NCBI GI 


g2505879 


BLAST score 


213 


E value 


o n ^ 1 7 
z . ue-i / 


Match length 


7 4 


% identity 




NCBI Description 


/vi 977^^ Vi\rr>r»-i- hoi- i r>a 1 nmt pin f ArahidoDsis thaliana] 

^ Hi / / O / 11 yUU Lllc LILal J- U LCJ.il j_ jrix j- <j ^nuj.j.u.ij.w j 


Seq. No. 


24733 


Contig ID 


119118 1.R1040 


5' -most EST 


jex700907868.hl 


Method 


BLASTX 



3904 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2529673 
164 

1.0e-ll 

74 

46 

(AC002535) 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



24734 

119129_1.R1040 

iiaw700666245.nl 

BLASTX 

g3193297 

436 

6.0e-43 

100 

77 

(AF069298) similar to epoxide hydrolases [Arabidopsis 
thaliana] 

24735 

119136_1.R1040 
uaw700665150.hl 

24736 

119153_1.R1040 

uC-gmrominsoy040f 07bl 

BLASTX 

g2829894 

639 

1.0e-66 

207 
62 

(AC002311) Unknown protein [Arabidopsis thaliana] 
24737 

119163_1.R1040 
uaw700665257.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24738 

119164_1.R1040 
sat701014089.hl 



24739 

119171_1.R1040 

zpv700759827.hl 

BLASTX 

gl23538 

412 

2.0e-40 
106 
68 

17.5 KD CLASS 
(M11318) 17.5 
max] 



I HEAT SHOCK PROTEIN (HSP 17 . 5-M) >gi_169983 
kd heat shock protein Gmhspl7 . 6L [Glycine 



Seq. No. 

Contig ID 



24740 

119176 1.R1040 



3905 



5" -most EST 


uaw700664829.hl 


Seq. No. 


24741 


Contig ID 


119177 1.R1040 


5 '-most EST 


uaw700664830.hl 


Seq, No. 


24742 


Contig ID 


119190 1.R1040 


5 '-most EST 


jC-gmro02800025a01al 


Seq. No. 


24743 


Contig ID 


119190 2.R1040 


5 '-most EST 


g5688440 


Seq. No. 


24744 


Contig ID 


119200 1.R1040 


5' -most EST 


zsg701130383.hl 


Method 


BLASTX 


NCBI GI 


g4406774 


BLAST score 


285 


E value 


2.0e-25 


Match length 


93 


% identity 


61 


NCBI Description 


(AC006836) putative 



5 1 partial [Arabidopsis thaliana] 

Seq. No. 24745 

Contig ID 119203JL.R1040 

5 '-most EST leu701156369. hi 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



24746 

119203_2.R1040 
zpv700757790.hl 

24747 

119223_1.R1040 
uaw700664888.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



24748 

119225_1.R1040 

uaw700664891.hl 

BLASTX 

g4388717 

404 

1.0e-39 

106 

73 

(AC006413) putative nuclear phosphoprotein (contains 
multiple TPR repeats prosite:QDOC50005) [Arabidopsis 
thaliana] 

24749 

119258_1.R1040 
uaw700664933.hl 



Seq. No. 
Contig ID 



24750 

119260 1.R1040 
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5' -most EST 


uaw700664936.hl 




24751 


Contig ID 


119262 1.R1040 


5' -most EST 


sat701009338.hl 




24752 


ol^i i i — l y xu 


119262 2.R1040 




uaw70Cf665195.hl 




24753 




119277 1 R1040 




uC— gmrominsoyl8 3c08bl 




RT.ASTN 


NCBI GI 


gl66411 


BLAST score 


281 


Tra 1 no 

Hi V Ct-L LLC 


1. Oe-156 




UUO 


% identity 


87 


NCBI Description 


Medicago sativa NADH- 


beq. jno. 




Contig ID 


119281 1.R1040 


5 '-most EST 


vwf700677857.hl 


beq* no. 




Contig ID 


119327 1.R1040 


5' -most EST 


uaw700665023.hl 


beq. NO. 




uonizig id 


XX-/OZ.O 1 i 


o —most Hjbi 


vrialOCilQAl ^fi hi 
xpa / uu / _?f± / jo • ii-L 


beq. jno. 


947^7 


uoncig iu 


1 1 1 Rl 04 0 

11 JJ JO X • I\X U 1 \J 


ZJ XUUo U Hi ox 


uaw700665036.hl 






LN JD X OX 


a-3236261 


dt act 1 opnrp 


585 


E value 


2.0e-60 


Match length 


187 


% identity 


58 


NCBI Description 


(AC004 684) putative z 




thaliana] 



putative zinc finger protein [Arabidopsis 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



24758 

119353_1.R1040 
uC-gmrominsoy204g09bl 

24759 

119370_1.R1040 

zsg701122585.hl 

BLASTX 

g2274988 

279 

8.0e-25 
99 
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% identity 61 

NCBI Description (AJ000226) partial sequence, homology to serine 
hydroxymethyltransf erases [Hordeum vulgare] 



Seq. No. 24760 

Contig ID 119373J..R1040 

5' -most EST uaw700665076 . hi 

Method BLASTN 

NCBI GI g2654107 

BLAST score 138 

E value 7.0e-72 

Match length 222 

% identity 91 

NCBI Description Pisum sativum cytosine-5 DNA methyltransf erase mRNA, 
complete cds 



Seq. No. 
Contig ID 
5' -most EST 



24761 

119384_1.R1040 
uaw700665087.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



24762 

119386_1.R1040 
uaw700665089.hl 

24763 

119389_1.R1040 
uaw700665141.hl 

24764 

119391_1.R1040 
g4295450 

24765 

119409_1.R1040 
fua701041589.hl 

24766 

119410_1.R1040 
uaw700665121.hl 



Seq. No. 

Contig ID 
5 '-most EST 



24767 

119414_1.R1040 
uaw700665126.hl 



Seq. No. 

Contig ID 
5' -most EST 



24768 

119425JL.R1040 
uaw700666183.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



24769 

119439_1.R1040 

uC-gmropic066d08bl 

BLASTX 

g3858937 

412 

2.0e-40 

128 

65 
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NCBI Description 


(AL021636) putative protein [Arabidopsis thaliana] 


Seq. No. 


24770 


Contig ID 


119446 1.R1040 


5' -most EST 


jC-gmro02910039bl2al 


Mf=*1~hnd 


BLASTX 


NCBI GI 


g3136048 


BLAST score 


319 


E value 


2.0e-29 


Match length 


141 


% identity 


45 


NCBI Description 


(AL023592) putative helicase [Schizosaccharomyces pombe] 


Seq. No. 


24771 


Contig ID 


119452_1.R1040 


5 T -most EST 


sat701009814 .hi 


Sea No. 


24772 


Contig ID 


119457 1.R1040 


5 f -most EST 


zpv700760805.hl 


Sea No 


24773 


Contig ID 


119458 1.R1040 


5 1 -most EST 


uaw700665196.hl 


Sea No 


24774 


Contig ID 


119467 1.R1040 


5 '-most EST 


g4303366 




BLASTX 


NCBI GI 


g4510426 


BLAST score 


152 


E value 


7.0e-10 


Match length 


35 


% identity 


77 


NCBI Description 


(AC006929) hypothetical protein [Arabidopsis thaliana] 


Sea. No. 


24775 


Contig ID 


119471 1.R1040 


S'-most EST 


uaw700665726.hl 


Sp>a No. 


24776 


Contia ID 


119483 1.R1040 


5' -most EST 


jC-gmro02910068b07al 


Lie L11UU 


BLASTN 


NCBI GI 


g295447 


BLAST score 


573 


E value 


0.0e+00 


Match length 


959 


% identity 


90 


NCBI Description 


Vigna radiata NADPH cytochrome P4 50 mRNA, complete cds 


Seq. No. 


24777 


Contig ID 


119487 1.R1040 


5' -most EST 


uaw700665207.hl 


Seq. No. 


24778 


Contig ID 


119492_1.R1040 



3909 



(I 



5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



epx701106335.hl 
24779 

119507_1.R1040 
zsg701122976.hl 

24780 

119513__1.R1040 

uC-gmropic055a04bl 

BLASTX 

g3377805 

488 

5.0e-49 

124 

69 

(AF075597) contains similarity to several apoptosis or 
programmed cell death proteins such as rat apoptosis 
protein RP-8 (GB:M80601) [Arabidopsis thaliana] 
>gi_3912928_gb_AAC78712.1_ (AF001308) putative zinc finger 
protein [Arabidopsis thaliana] 

24781 

119513_2.R1040 
jC-gmro02910072a04al 

24782 

119526_1.R1040 

uaw700665250.hl 

BLASTX 

gl351662 

140 

1.0e-08 

86 
41 

HYPOTHETICAL 74.4 KD PROTEIN C30D11.09 IN CHROMOSOME I 

>gi_2130408j?ir S62567 hypothetical protein SPAC30D11.09 - 

fission yeast {Schizosaccharomyces pombe) 
>gi_1065896_emb_CAA91895_ (Z67961) hypothetical protein 
[Schizosaccharomyces pombe] 

24783 

119529_1.R1040 

rca700998590.hl 

BLASTX 

g3201680 

290 

3.0e-26 

101 

57 

(AF060941) extra-large G-protein [Arabidopsis thaliana] 
24784 

119545_1.R1040 
gsv701051176.hl 

24785 

119579 1.R1040 
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5 '-most EST 



uaw700665311.hl 



Seq. No. 

Contig ID 
5 1 -most EST 



24786 

119585JL.R1040 
uaw700665318.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24787 

119588_1.R1040 

gsv701049666.hl 

BLASTX 

g3522952 

884 

3.0e-95 

251 

66 

(AC004411) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24788 

119595J..R1040 

hrw701061756.hl 

BLASTN 

g3204107 

75 

5.0e-34 

155 

87 

Cicer arietinum mRNA for putative cytidine or 
deoxycytidylate deaminase, partial 

24789 

119622_1.R1040 

uaw700665358.hl 

BLASTX 

g3399777 

165 

3.0e-ll 

63 

51 

(AFO 69738) symbiotic ammonium transporter; nodulin [Glycine 
max] 



Seq. No. 

Contig ID 
5 '-most EST 



24790 

119631_1.R1040 
uaw700665369.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24791 

119638_1.R1040 

zhf700958411.hl 

BLASTX 

g3152568 

631 

6.0e-66 

168 

73 

(AC002986) Similar to hypothetical protein product 
gb_Z97337 from A. thaliana. EST gb_H7 6597 comes from this 
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# 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gene. [Arabidopsis thaliana] 
24792 

119640JL.R1040 

uC-gmflminsoy077e04bl 

BLASTX 

g2529685 

201 

1.0e-25 

69 

85 

(AC002535) putative dimethyl adenosine transferase 
[Arabidopsis thaliana] 



Seq. No. 


Z4 / y J 


Contig ID 


1 1 A/TCd 1 nl ^ n 

iiyboy i.Kiu4u 


5' -most EST 


asn701140101.hl 


Seq. No. 


O A 7 Q A 

z 4 / y4 


Contig ID 


119659 2.R1040 


5 1 -most EST 


fua701043662.hl 


Seq. No. 


z4 / yo 


Contig ID 


119664 1.R1040 


5' -most EST 


ncj /UUy/o4bo.ni 


Seq. No. 


z4 / y D 


Contig ID 


119677 1.R1U4U 


5' -most EST 


rL-gmro /uuo M44 /u± 


Method 


■q t 7\ nrpv 


NCBI GI 


^-.oon/i coo 

g^oy4oyz 


BLAST score 


337 


E value 


2.0e-31 


Match length 


lo 


% identity 


84 


NCBI Description 


(AL021889) predicted protein 


Seq. No. 


z. 4 / y / 


Contig ID 


119682 1.R1040 


5' -most EST 


jC-gmro02910009a04al 


Seq. No. 


24798 


Contig ID 


119685 1.R1040 


5' -most EST 


gsv701046043.hl 


Method 


BLASTX 


NCBI GI 


g4510340 


BLAST score 


168 


E value 


4.0e-12 


Match length 


55 


% identity 


64 


NCBI Description 


(AC006921) hypothetical prote 


Seq. No. 


24799 


Contig ID 


119699 1.R1040 


5 T -most EST 


leu701147294.hl 


Method 


BLASTX 


NCBI GI 


g3738295 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



446 

5.0e-44 

176 

55 

(AC005309) unknown protein [Arabidopsis thaliana] 
24800 

119700_1.R1040 

pmv700891664.hl 

BLASTX 

g4538913 

461 

6.0e-46 

165 

60 

(AL049482) putative protein [Arabidopsis thaliana] 
24801 

119702_1-R1040 
jC-gmro02910047el0al 

24802 

119717_1.R1040 

uaw700665494.hl 

BLASTN 

gl70293 

124 

2.0e-63 

236 

88 

Nicotiana plumbaginif olia plasma-membrane H+ ATPase 
mRNA, complete cds 

24803 

119719JL.R1040 

fC-gmse700672974yl 

BLASTX 

g4580456 

570 

4.0e-58 

347 

48 

(AC006081) unknown protein [Arabidopsis thaliana] 
24804 

119748_1.R1040 
dpv701099035.hl 

24805 

119791_1.R1040 
uaw700665609.hl 

24806 

119800_1.R1040 
zzp700834324.hl 
BLASTX 
g2245069 



(pma3) 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 



360 

2.0e-34 

105 

68 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
24807 

119806JL.R1040 

uaw700665636.hl 

BLASTN 

g349158 

203 

1.0e-110 

389 
89 

Vigna aconitifolia AIR carboxylase (purE) mRNA, partial cds 
24808 

119835_1.R1040 
uaw700665722.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24809 

119837_1.R1040 

uC-gmropic091e06bl 

BLASTN 

g4006847 

192 

1.0e-103 

456 

86 

Astragalus bisulcatus mRNA for selenocysteine 
me t hylt rans f erase 

24810 

119838_1.R1040 

jC-gmle01810017b07a2 

BLASTX 

g3873837 

224 

2.0e-18 

139 

36 

(Z81029) Similarity to S.pombe hypothetical protein 
C1D4.09C (SW:Q10154); .cDNA EST EMBL:T00543 comes from this 
gene; cDNA EST EMBL:T01062 comes from this gene; cDNA EST 
EMBL:T01321 comes from this gene; cDNA EST EMBL:T02288 com 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24811 

119853_1.R1040 

uC-gmropic056f 03bl 

BLASTN 

gl70030 

388 

0.0e+00 

416 

99 

Soybean nodulin-35 



(N-35) gene encoding a subunit of 
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# 



uricase II, complete cds 



Seq. No. 24812 

Contig ID 119862_1 .R1040 

5 T -most EST uaw700665709.hl 

Method BLASTX 

NCBI GI g2062169 

BLAST score 493 

E value 4.0e-50 

Match length 103 

% identity 55 

NCBI Description (AC001645) ABC transporter (PDR5-like) isolog [Arabidopsis 
thaliana] 



Seq. No. 24813 

Contig ID 119882JL . R1040 

5 '-most EST jC-gmst02400075d06al 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24814 

119891_1.R1040 

zhf700960261.hl 

BLASTX 

g3004555 

396 

2.0e-38 
166 
5 

(AC003673) 
thaliana] 



similar to salt inducible protein [Arabidopsis 



Seq. No. 24815 

Contig ID 119895_1 . R1040 

5 T -most EST eep700866682 .hi 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24816 

119899_1.R1040 

fua701042104.hl 

BLASTX 

g4191778 

287 

6.0e-26 

73 

75 

(AC005917) putative nucleosome assembly protein I 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24817 

119905_1.R1040 

fC-gmse700673065al 

BLASTX 

g3176715 

657 

1.0e-68 

240 

53 

(AC002392) putative receptor-like protein kinase 
[Arabidopsis thaliana] 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24818 

119925_1.R1040 
uaw700665780.hl 

24819 

119926_1.R1040 
hyd700728280.hl 

24820 

119936J..R1040 

kll701204559.h2 

BLASTX 

g3953479 

195 

1.0e-14 

86 

48 

(AC002328) F2202.24 [Arabidopsis thaliana] 
24821 

119943_1.R1040 

uaw700665806.hl 

BLASTX 

g4056467 

113 

7.0e-ll 

124 

35 

(AC005990) Strong similarity to gb_AB006693 spermidine 
synthase from Arabidopsis thaliana. ESTs gb_AA389822, 
gb_T41794, gb_N38455, gb_AI100106, gb_F14442 and gb_F14256 
come from this gene. [Arabidopsis thaliana] 

24822 

119961_1.R1040 
zpv700762351.hl 

24823 

119963J..R1040 

asn701138119.hl 

BLASTX 

g4454480 

449 

1.0e-55 

137 
75 

(AC006234) putative (1-4) 
[Arabidopsis thaliana] 



-beta-mannan endohydrolase 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



24824 

119986JL.R1040 
uaw700665859.hl 

24825 

119992_1.R1040 
sat701004817.hl 
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CP 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g2894378 

278 

5.0e-25 

88 

62 

(Y14573) 



putative ribophorin I homologue [Hordeum vulgare] 



24826 

119993JL.R1040 
jC-gmle01810085c05al 

24827 

120001J..R1040 

uaw700665876.hl 

BLASTX 

g4033414 

154 

3.0e-10 

109 

30 

PUTATIVE IMPORTIN BETA-4 SUBUNIT (KARYOPHERIN BETA- 4 
SUBUNIT) >gi_3184106_emb_CAA19321_ (AL023780) putative 
import in beta-4 subunit [Schizosaccharomyces pombe] 

24828 

120026_1.R104Q 

sat701009713.hl 

BLASTX 

gl346790 

321 

3.0e-29 

123 

50 

PATHOGENESIS-RELATED HOMEODOMAIN PROTEIN (PRHA) >gi_507220 
(L21991) homeodomain protein [Arabidopsis thaliana] 
>gi_2501810 (U488 64) PRHA [Arabidopsis thaliana] 

24829 

120032JL.R1040 

fC-gmst700661747d4 

BLASTN 

gl046277 

249 

1.0e-137 

518 

89 

Phaseolus vulgaris embryo-specific acidic transcriptional 
activator PvAlf mRNA, complete cds 

24830 

120036_1.R1040 

rca701000593.hl 

BLASTX 

g!572819 

360 

3.0e-34 
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Match length 157 

% identity 48 

NCBI Description (U70855) similar 
elegans] 

Seq. No. 24831 

Contig ID 120038_1 . R1040 

5' -most EST uaw700665927 . hi 




to the RAS gene family [Caenorhabditis 



Seq. No. 24832 

Contig ID 120048 JL . R1040 

5' -most EST jC-gmle01810050c03al 

Method BLASTX 

NCBI GI g2129717 

BLAST score 378 

E value 1.0e-36 

Match length 84 

% identity 83 , 

NCBI Description ribonucleoprotein - Arabidopsis thaliana >gi_166S44 
(M98340) ribonucleoprotein [Arabidopsis thaliana] 

>gi_1582992_prf 2119375A Ser/Arg-rich protein [Arabidopsis 

thaliana] 



Seq. No. 24833 

Contig ID 120049__1 .R1040 

5 1 -most EST g5606015 



Seq. No. 24834 

Contig ID 120085JL .R1040 

5 '-most EST f C-gmse700673810al 

Method BLASTX 

NCBI GI gll5009 

BLAST score 423 

E value 4.0e-41 

Match length 255 

% identity 39 

NCBI Description 8-AMINO-7-OXONONANOATE SYNTHASE (7-KETO-8-AMINO-PELARGONIC 
ACID SYNTHETASE} (7-KAP SYNTHETASE) ( L-ALANI NE — PIMELYL COA 

LIGASE) >gi_98180_pir JQ0512 8-amino-7-oxononanoate 

synthase (EC 2.3.1.47) - Bacillus sphaericus >gi_142595 
(M29291) 7-keto-8-aminopelargonic acid synthetase (bioF) 
[Bacillus sphaericus] 



Seq. No. 24835 

Contig ID 120096_1 . R1040 

5' -most EST j sh701065131 .hi 

Method BLASTX 

NCBI GI g3426043 

BLAST score 473 

E value 3.0e-47 

Match length 126 

% identity 61 , 
NCBI Description (AC005168) putative choline kinase [Arabidopsis thalianaj 



Seq. No. 24836 

Contig ID 120112JL.R1040 

5' -most EST wvk700684577.hl 



3918 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24837 

120115_1.R1040 

uxk700670294.hl 

BLASTX 

g2760835 

448 

2.0e-45 

126 

75 

(AC003105) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



24838 

120118_1.R1040 
uaw700666026.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24839 

120122_1.R1040 

asn701133433.hl 

BLASTX 

g2739382 

278 

8.0e-25 

116 

53 

(AC002505) myosin heavy chain-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



24840 

120127JL.R1040 
uaw700666039.hl 



Seq. No. 
Contig ID 
5 f -most EST 



24841 

120130_1.R1040 
sat701007288.h2 



Seq. No. 
Contig ID 
5 '-most EST 



24842 

120140_1.R1040 
uaw700666053.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24843 

120151JL.R1040 

gsv701051927.hl 

BLASTN 

g4530125 

82 

2.0e-38 

145 

90 

Phaseolus vulgaris receptor-like protein kinase homolog 
RK20-1 mRNA, complete cds 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



24844 

120163_1.R1040 

jC-gmst02400072g03al 

BLASTX 

g4049346 



3919 



# 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



184 

2.0e-13 

52 
69 

(AL034567) putative protein [Arabidopsis thaliana] 
24845 

120177JL.R1040 

sat701011971.hl 

BLASTX 

g2829910 

535 

7.0e-55 

130 

19 

(AC002291) Unknown protein, contains regulator of 
chromosome condensation motifs [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24846 

120178_1.R1040 

uaw700666914.hl 

BLAST N 

g2244991 

42 

2.0e-14 

150 

82 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 
Contig ID 
5 '-most EST 



24847 

120180_1.R1040 
uaw700666102.hl 



Seq. No. 
Contig ID 
5' -most EST 



24848 

120201_1.R1040 
uaw700666127.hl 



Seq. No. 
Contig ID 
5' -most EST 



24849 

120207_1.R1040 
uaw700666133.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



24850 

120227J..R1040 

kll701213649.hl 

BLASTN 

g862479 

100 

4.0e-49 

244 

85 

Glycine max valosin-containing protein mRNA, complete cds 
24851 

120233_1.R1040 
uaw700666162.hl 



3920 



Seq. No. 




Contig ID 


i ono/i i i di n a n 

1ZUZ4 / X.K1U4U 


5 1 -most EST 


uaw /OOoobzui . ni 


Seq. No. 




Contig ID 


IZUZOl 1.K1U4U 


0 —ITIOSl Jl»ol 


Hrw701 099964 hi 


Method 


QT 7V O TV 


NCBI GI 


g3337361 


BLAST score 


617 


E value 


9 Oca— fiA 

z . ue 04 


Match lengtn 


1JJ 


% identity 


82 


NCBI Description 


(AC004481) ankyrin-like 


Seq. No. 


Z4o04 


Contig ID 


120266 1.R1040 


5 1 -most EST 


uaw700666222.hl 


Seq. No. 


Z4 000 


Contig ID 


120269 1.R1040 


5 '-most EST 


jex700906249.hl 


Seq. No. 


Z4oDb 


Contig ID 


120269 2.R1040 


5' -most EST 


leu701149975.hl 


Seq. No. 


OCT 

Z4o3 / 


Contig ID 


120271 1.R104U 


5 '-most EST 


sat701014ol/. nl 


Seq. No. 


24858 


Contig ID 


120290 1.R104U 


5 -most ESI 


uaw /uuDDoz^y .ni 


Method 


■qt TV OTY 


NLdI hi 


yfi J. J l DU 


BLAST score 


169 


E value 


3.0e-23 


Match length 


72 


% identity 


90 


NCBI Description 


P-glycoprotein atpgpl - 



>gi_3849833_emb_CAA43646_ (X61370) P-glycoprotem 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24859 

120300_1.R1040 

uC-gmronoirOlOgOlbl 

BLASTX 

g4098124 

155 

4.0e-10 

134 
31 

(U73522) AMSH [Homo sapiens] 



Seq. No. 

Contig ID 



24860 

120300 2.R1040 



3921 



5' -most EST 



kll701209679.hl 



OCCJ • 1NU « 


24861 


Contig ID 




O — mOSTZ H>ol 


na™700^66Q1 ^ hi 

UaW / UUD0051J • 11 X 


Method 


BLASTX 


NCBI GI 


g531389 


biiAoi score 


1 


tj value 


o o»-i o 


Match length 


76 


% identity 


46 


NCBI Description 






[Zea mays] 


Seq. No. 


24862 


uonizig 1U 


1 9rni ^ 1 ri 040 


C I _ TT1 ~ 0 4- TT^T 


1 pii7ni Td R4R0 hi 


beq. No. 


0/1 OCT 


uonuig iu 


1 90^71 1 R1 040 


rr y _j_ Torn 

o -most ho I 


uaw /uuoddzoo .ni 


beq. no. 


Z 4 0 o4 


Contig ID 


12uizo 1.R104U 


5' -most EST 


uaw700666289.hl 


Method 


BLASTX 


NLB1 bl 


goiozo o z 


BLAST score 


zyu 


E value 


2.0e-52 


Match length 


184 


-6 identity 




NCBI Description 


^("•rtflOQO CT \ VHDQ TJ 1 OD OA r^vaKi r\ rsr\ c i c fVia 1 i anal 

(AUUUZyooy lUronlzKi ZU ["laoiciupbio LiicLUcuia. j 


Seq. No. 


o a o c t; 


Contig ID 


1zUo4J 1.K1U4U 


5 -most EST 


uaw /Uuboboiu.ni 


beq. jno. 


OA Pi 66 
Z ft 0 0 0 


Contig ID 


1ZUo4d 1.K1U4U 


5 '-most EST 


jC-gmfl02220075dl0dl 


Method 


BLASTX 


NCBI GI 


go 4z OU4 I 


BLAST score 


iyj 


E value 


1.0e-14 


Match length 


49 


% identity 


r a 
DO 


NCBI Description 


\/iOUUDiooj unjcnown prouein l^i ajjiuupisio unaxx 


Seq. No. 


24867 


L-ontig iu 


1 90^4 ^ 9 T51 040 


5' -most EST 


uaw700666312.hl 


Seq. No. 


24868 


Contig ID 


120348JL.R1040 


5' -most EST 


uC-gmropic066c02bl 


Seq. No. 


24869 



3922 



Contig ID 


120360 1.R1040 


5' -most EST 


uaw700666328.hl 


O <C- ♦ IN <J • 


24870 


fnnti rr TD 
ii l y J. lj 


120362 1.R1040 


RT_ TnrjC; 4- EST 


zhf700~962871.nl 


Sea No. 


24871 


Pontia ID 


120365 1.R1040 


5 1 -most EST 


awf700838163.hl 


Method 


BLASTX 


NCBI GI 


g4455287 


BLAST score 


441 


F valnp 


1. Oe-43 


Match length 


118 


% identity 


72 


NCBI Description 


(AL035527) putative 


Seq. No. 


24872 


Contig ID 


120389 1.R1040 


5' -most EST 


uaw700666361.hl 


OC^i IN \J » 


24873 




120408 1.R1040 


R i -nine: f- F9T 


awf700841025.hl 


UC^< LAW * 


24874 


Pont" i rr T D 


120445 1.R1040 


5 '-most EST 


cf 1700863577. hi 


Mpt" hnH 


BLASTX 


NCBI GI 


g2982434 


BLAST score 


514 


Hi VCIX U. 


2.0e-52 


M;=i 1~ 1 pnrrf h 


142 


% identity 


65 


NCBI Description 


(AL022224) putative 




24875 


fnnt" "in TD 


120448 1.R1040 


S'-mn^t- FST 


pcp700991902.hl 


O d ^ • Vt KJ » 


24876 


pnnt in TD 

'ijUll L. J. y XU 


120454 1.R1040 


5 ' -most EST 


uaw700"666445.hl 


Mpt Vinr] 


BLASTX 


NCBI GI 


g3445201 


BLAST score 


244 


F. ma lnp 

111 V ClXU^ 


4 ,0e-21 




83 


% identity 


61 


NCBI Description 


(AC00478 6) unknown 


Seq. No. 


24877 


Contig ID 


120470 1.R1040 


5' -most EST 


uaw700666461.hl 


Seq. No. 


24878 



3923 



Print* i a ID 


120474 1.R1040 


S 1 -Trin^t EST 


uaw700666468.hl 




24879 


Print - in IT) 


120477 1.R1040 


5 '-most EST 


jex700908642.hl 


IXlc LI lUti 


RT.ASTX 


NCBI GI 


g4469026 


BLAST score 


607 


E value 


4.0e-63 


Match lenoth 


186 


% identity 


68 


NCBI Description 


(AL035602) hypothetical protein [Arabidopsis thaliana] 




24880 


Contig ID 


120488 1.R1040 


5 1 -most EST 


gsv701055745.hl 


Sprr No 


24881 


font" i rr TD 


120489 1.R1040 


R ? -Trin^t* FST 

«J ILL WO L. £jO J- 


vzy700756733.hl 




24882 


Pont* S rr TD 
^UXiU-Ly j-U 


120489 2.R1040 


5' -most EST 


uaw700666487.hl 


l v lc LiKJvJL 


RT.ASTX 


NCBI GI 


g4490706 


BLAST score 


182 


F 1 ii p 


2.0e-13 


MA*hr"ri Ipnnth 


44 


% identity 


73 


NCBI Description 


(AL035680) putative protein [Arabidopsis thaliana] 


^prr Nn 


24883 


v^oilL-Ly ijj 


190506 1 R1040 


O IUUbL. HiOi. 


uaw7 00 66 6 92 9. hi 




24884 


font i rr T D 


120508 1 R1040 


S 1 -mn<!t F9T 


uaw700666518 .hi 




BLASTN 




a3510347 


BLAST score 


38 


E value 


4.0e-12 


M;~j t" cYi 1 encrt h 


158 


& "i Honl - t t" \/ 
X) 1UC1 ii — L L_y 


84 




Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 




MSJ11, complete sequence [Arabidopsis thaliana] 




24885 


Pnnt "1 rr TD 
^i^i ii — l y x u 


120524 1.R1040 


5' -most EST 


ncj700979142.hl 


Method 


BLASTN 


NCBI GI 


g4406790 


BLAST score 


45 


E value 


4.0e-16 


Match length 


97 



3924 



CP 



% identity 

NCBI Description 



87 

Arabidopsis thaliana chromosome II BAC T1016 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



o c ^ • lw • 


24886 


fontia ID 


120530 1.R1040 


5' -most EST 


awf 700836552. hi 




24887 


Contig ID 


120543 1.R1040 


5' -most EST 


ncj700982296.hl 


Method 


BLASTX 


NCBI GI 


g2688299 


BLAST score 


297 


E value 


8.0e-27 


Match length 


83 




60 


NCBI Description 


(AE001145) prolyl-tRNA synthetase (proS) [Borrelia 




burgdorferi] 




24888 




120554 1 R1040 


3 ill Ob L HiO 1 


MC—rrmrnm i n cmv2 9 Q "f 07bl 


oeq • inu * 






1?f) I SS4 ? R1040 


sJ ILUJoL. HjO J. 


1 3 P - crmr ono i r 0 4 8 hO 9b 1 


Seq. No. 


24890 


Contig ID 


120562_1.R1040 


•J lU^J CD I— l_j O X 


mC— rrmronoir07 leO 5b 1 


M^*t~ H or! 

lit; 1— ilkJkjl 


BLASTX 


NCBI GI 


g799177 


BLAST score 


363 


F. va 1 hp 

X-J V QJL _1_ l*^ 


2.0e-34 


Mafph 1 pnrrth 


210 




24 


liv/D J. O J- -X-JM -*- 


(U22055) 100 kDa coactivator [Homo sapiens] 


iJC^i IN (J * 


24891 




120562 2 R1040 


S'-most EST 


uC— gmrominsoyl31c02bl 


Seq. No. 


24892 


Contig ID 


120586 1.R1040 


O IlL^O L, HjiJ J. 


sat701013691 hi 




DXxriO x A. 


NCBI GI 


g4262241 


BLAST score 


286 


E value 


2.0e-25 


Match length 


132 


% identity 


55 


NCBI Description 


(AC006200) unknown protein [Arabidopsis thaliana] 


Seq. No. 


24893 


Contig ID 


120600 1.R1040 


5 '-most EST 


jex700903181.hl 



3925 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



24894 

120617_1.R1040 
uaw700666647.hl 

24895 

120621_1.R1040 

crh700852664.hl 

BLASTX 

gl723730 

179 

7.0e-13 

81 
51 

HYPOTHETICAL 78.8 KD PROTEIN IN ATF2-RNR4 INTERGENIC REGION 

>gi_2131694_pir S64492 hypothetical protein YGRl78c - 

yeast (Saccharomyces cerevisiae) >gi_1323315_emb_CAA97204_ 
(Z72963) PBP1 [Saccharomyces cerevisiae] >gi_2737884 
(U46931) Mrsl6p [Saccharomyces cerevisiae] 

24896 

120645_1.R1040 
xpa700793215.hl 

24897 

120649_1.R1040 
uaw700666681.hl 

24898 

120656JL.R1040 
crh700851889.hl 

24899 

120699_1.R1040 
wvk700685458.hl 

24900 

120699_2.R1040 
bth700844974.hl 

24901 

120704_1.R1040 
uaw700666743.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



24902 

120706_1.R1040 
zhf700959484.hl 

24903 

120721_1.R1040 

gsv701048921.hl 

BLASTX 

g4539335 

155 

2.0e-10 

50 
50 



3926 



NCBI Description 


(AL035539) putative protein [Arabidopsis thaliana] 


Seq. No. 


24904 


Contig ID 


120722 1.R1040 


5' -most EST 


uaw700666763.hl 


Method 


BLASTX 


NCBI GI 


g3482977 


BLAST score 


205 


E value 


3.0e-16 


Match length 


88 


% identity 


55 


NCBI Description 


(AL031369) putative protein [Arabidopsis thaliana] 


Seq. No. 


24905 


Contig ID 


120735 1.R1040 


5' -most EST 


ckk700605703.h2 


Method 


BLASTN 


NCBI GI 


g2351073 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


111 


% identity 


87 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MYJ24, complete sequence [Arabidopsis thaliana] 


Qprr Xfn 

\^ . INv ■ 


24906 


Contia ID 


120750 1.R1040 


5' -mo st EST 


rca700998216.hl 


Method 


BLASTX 


NCBI GI 


g2765442 


BLAST score 


187 


E value 


8.0e-14 


Match length 


57 


% identity 


67 


NCBI Description 


(Y15066) putative transcription factor [Arabidopsi 




thaliana] 



clone : 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24907 

120766_1.R1040 

uaw700666818.hl 

BLASTX 

g!703029 

253 

5.0e-22 

87 

53 

CLATHRIN COAT ASSEMBLY PROTEIN AP47 HOMOLOG 2 (CLATHRIN 
COAT ASSOCIATED PROTEIN AP47 HOMOLOG 2) (GOLGI ADAPTOR AP- 
47 KD PROTEIN HOMOLOG 2) (HA1 47 KD SUBUNIT HOMOLOG 2) 

(CLATHRIN ASSEMBLY PROTEIN ASSEMBLY PROTEIN COMPLEX... 
>gi_468382 (L07074) clathrin-associated adaptor protein 

[Rattus norvegicus] 



Seq. No. 
Contig ID 
5' -most EST 



24908 

120771_1.R1040 
uaw700666824.hl 



3927 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24909 

120778_1.R1040 

dpv701102694.hl 

BLASTX 

g2795804 

261 

7.0e-23 

90 

58 

(AC003674) unknown protein [Arabidopsis thaliana] 
>gi_33554 92 (AC004218) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



24910 

12Q780_1.R1040 
uaw700666835.hl 



Seq. No. 
Contig ID 
5' -most EST 



24911 

120794_1.R1040 
jC-gmst02400078d01al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24912 

120802JL.R1040 

uaw700666858.hl 

BLASTX 

g3004552 

290 

2.0e-26 

99 

63 

(AC00367 3) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



24913 

120818_1.R1040 
uaw700666876.hl 



Seq. No. 
Contig ID 
5' -most EST 



24914 

120837_1.R1040 
uC-gmrominsoy039c!2bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24915 

120839_1.R1040 

uxk700668665.hl 

BLASTX 

g3170178 

206 

4.0e-16 

66 

52 

(AF039689) antigen NY-CO-7 



[Homo sapiens] 



Seq. No. 
Contig ID 
5" -most EST 
Method 
NCBI GI 
BLAST score 



24916 

120852_1.R1040 

pcp700988735.hl 

BLASTX 

g4557062 

497 



3928 




T? "tra 1 no 

Hi V CJ.-L U.\5 


2 Oe-55 


L v la L. Oil icily LU 


1 Q7 

X _7 / 


% identity 


60 


NCBI Description 


(AC007045) hypothetical protein [Arabidopsis thaliana] 




24917 


Contig ID 


120853 1.R1040 


5 '-most EST 


uaw700666926.hl 


Q cirr KFr\ 
• i\IU . 


94Q1 ft 


v— uii 1 — i_y J. u 


1 1 Rl f)4fi 


D IllUbL. CjO ± 


-ip3f7D 00^0^7 66 hi 

J CA. lUU JUJ / UU • 111 


oecj • LNO • 




^oiiLig ±u 


IZUuOJ X.rvXU'iU 


O lUUb L CjOI 


1 ^l^OlTS^I Q6 hi 


Mp+" h or! 
l ie: I— 1 Li. 


RT.A^TX 


IN k^-D X Ui 




BLAST score 


242 


E value 


7.0e-38 


1 id LL>ii xtriiy L.11 


1 91 




Ox 


MPPT Oo G /"*< 1 T"\"{"" T ATI 

IN^JDX UcbuIipLlUll 


fZiOnnfi^^C^ m i +■ a +■ n T70 9 £Q Tiyr^'ho^Q ottio y dm 1 1 at" nry ^nhnn 1 T" 




r Zi t* a "? H r\ri ot 0 "HVial n anal 
[niaJJlUUfJolb LXld.XXa.Ila. J 


0 e q . IN 0 . 




coning id 


1 ono^i; 1 "Din/in 

XZUOOO l.KxU4U 


O XlltJo L HO 1 


f r-rrm qp7 D 0 D 7 R 9 4 ^ 7 r 1 


l w lt; uilvJU. 


i_> j_irl.o ± if\ 


1NO.DX urx 


y o -?u o o 


BLAST score 


372 


E value 


1.0e-35 


Ma +* oh 1 &nrr+"h 
naLun xtJiiyun 


76 


^ laentiiy 


Q9 


NCBI Description 


\ah u / oj ) Caicmeurin D~iiJte piuLcin o [" icij; -'- 1 -^ l( -'£-'' ::;> - 1 -* :5 




tuallalia J 


0 e ■ LN 0 . 


9 L Q9 1 


uontug id 


XZUbO/ X.KxU^iU 




nr-i 7nn^8R41 4 hi 




■PJjrt.0 X /\ 


NCBI GI 


g4406821 


BLAST score 


375 


I_t VaXU.tr 




Ti/T m "H n V"i 1 nn/il V> 

rjatcn lenytn 


Q9 


9- -! /-J am f i 4-tt 
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NCBI Description 


^Huuuo^u .I ) nypo une uxcax pronexn [/iraDiuops is tria.xxa.iia.j 


beg. jno . 


OA 000 




1 9flftft4 1 Rl OA D 


J LILKJ Q U Hi O ± 


n^w7n0^66Q60 hi 

Lid W / UUUUU JUU • 1 1 X 


Method 


BLASTX 


NCBI GI 


g3892055 


BLAST score 


443 


E value 


3.0e-47 


Match length 


118 


% identity 


79 
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NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



(AC002330) 
thaliana] 



putative transport protein [Arabidopsis 



24923 

120885JL.R1040 

dpv701103360.hl 

BLASTX 

g4309738 

553 

1.0e-56 

195 
60 

(AC006439) putative tubby protein [Arabidopsis thaliana] 
24924 

120887JL.R1040 
uaw700666963.hl 



Seq. No. 
Contig ID 
5' -most EST 



24925 

120917JL.R1040 
sat701014192.hl 



Seq. No. 
Contig ID 
5 '-most EST 



24926 

120929JL.R1040 
awf700842375.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24927 

120931_1.R1040 
uC-gmrominsoyl65c03bl 

24928 

120939JL.R1040 

uaw700667025.hl 

BLASTX 

g4558553 

421 

2.0e-41 

131 

50 

(AC007138) putative potassium channel [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24929 

120965_1.R1040 

uC-gmropiclllh08bl 

BLASTX 

g2623307 

563 

8.0e-58 

229 

65 

(AC002409) putative ubiquitin protease [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



24930 

120977_1.R1040 
uaw700667072.hl 



3930 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24931 

120985_1.R1040 

uaw700667080.hl 

BLASTX 

g2498629 

153 

2.0e-ll 

116 

26 

TRANSCRIPTIONAL REPRESSOR NF-X1 >gi_2135825_pir 138869 

NFX1 - human >gi_563217 (U15306) NFX1 [Homo sapiens] 
>gi_4505387_ref_NP_0024 95.1j>NFXl_ nuclear transcription 
factor, X-box binding 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24932 

121002J..R1040 

zzp700830860.hl 

BLASTX 

g3831443 

209 

7.0e-20 

68 

65 

(AC005819) putative auxin-regulated protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



24933 

121006_1.R1040 
ckk700605706.h2 



Seq. No. 

Contig ID 
5' -most EST 



24934 

121009JL.R1040 
jC-gmro02800024e04dl 



Seq. No. 
Contig ID 
5 T -most EST 



24935 

121014J..R1040 
sat701003048.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24936 

121G17JL.R1040 

uC-gmropicl07b05bl 

BLASTX 

gl946369 

370 

3.0e-35 

91 

75 

(U93215) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 



24937 

121017_2.R1040 

ncj700980515.hl 

BLASTX 

gl946369 

150 

1.0e-09 



3931 



CD 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



41 
66 

(U93215) unknown protein [Arabidopsis thaliana] 
24938 

121021_1.R1040 
uxk700672623.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



24939 

121023_1.R1040 
jC-gmfl02220108b09al 

24940 

121032_1.R1040 
yuv700862868.hl 

24941 

121034JL.R1040 
ckk700605736.h2 



Seq- No. 
Contig ID 
5' -most EST 



24942 

121048_1.R1040 
smc700747169.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



24943 

121051_1.R1040 
g4396944 

24944 

121051_2.R1040 
ckk700605755.h2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24945 

121088JL.R1040 

lus701015784.hl 

BLASTX 

g!839188 

790 

5.0e-86 

254 

63 

(U86081) root hair defective 
24946 

121089_1.R1040 
jC-gmro02910064c08al 



24947 

121111_1.R1040 

wvk700685281.hl 

BLASTX 

g3549665 

238 

8.0e-20 

119 

44 

(AL031394) hypothetical protein 



3 [Arabidopsis thaliana] 



[Arabidopsis thaliana] 



3932 



Seq. No. 


24948 


Contig ID 


121118_1.R1040 




nf- rrnif oiri"Lnsov2 62b0 6b 1 


Seq. No. 


24949 


Contig ID 


121119 1.R1040 


D XLIUO L HjOX 


7^^701 1 904S8 hi 


oeq. wo. 


94 qso 


LOULig -LU 


1911 9? 1 R1 040 


R 1 _ rnn ot- rQT 1 

•J ILLLJO U HiO i. 


ckk700605836 h2 


O • IN \J • 


24 951 


Print in TD 


121134 1.R1040 


V-mosf EST 

— i ILL WO L- J— tiu> J. 


wvk70CT685902 .hi 


Method 


BLASTX 


NCBI GI 


g3123132 


BLAST score 


341 


E value 


3.0e-32 


Match length 


87 


% identity 


71 


NCBI Description 


GTP-BINDING PROTEIN T 



>gi_2313589_gb_AAD07546.1_ (AE000562) GTP-binding protein, 
fusA-homolog (yihK) [Helicobacter pylori 26695] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24952 

121145 J.. R1040 

rca701001496.hl 

BLASTX 

g3033401 

129 

1.0e-13 

57 
65 

(AC004238) putative potassium transporter [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24953 

121148JL.R1040 

jC-gmst02400052d06al 

BLASTX 

g4539437 

463 

7.0e-46 

139 
63 

(AL049523) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



24954 

121187_1.R1040 
uxk700667116.hl 



Seq. No. 
Contig ID 
5' -most EST 



24955 

121194_1.R1040 
uxk700667125.hl 



3933 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



24956 

121196JL.R1040 

ncj700988641.hl 

BLASTX 

g2660664 

423 

1.0e-41 

136 

66 

(AC002342) unknown protein [Arabidopsis thaliana] 
24957 

121201_1.R1040 

uxk700667143.hl 

BLASTX 

g3776027 

1127 

1.0e-123 

339 

67 

(AJ010475) RNA helicase [Arabidopsis thaliana] 
24958 

121217_1.R1040 

uC-gmropiclOOblObl 

BLASTX 

g2498995 

188 

5.0e-14 

118 

41 

QUEUINE TRNA-RIBOSYLTRANSFERASE ( TRNA-GUANINE 
TRANSGLYCOSYLASE) (GUANINE INSERTION ENZYME) 
>gi_1006609_dbj_BAA10764_ (D64005) transfer RNA-guanine 
transglycosylase [Synechocystis sp.] 

24959 

121227_1.R1040 
uxk700667190.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



24960 

121235_1.R1040 

uxk700667779.hl 

BLASTX 

g4539436 

159 

2.0e-ll 

67 

42 

(AL04 9523) putative reverse-transcriptase-like protein 
[Arabidopsis thaliana] 

24961 

121268_1.R1040 
sat701010110.h2 



Seq. No. 



24962 



3934 



Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



121274JL.R1040 
dpv701099171.hl 

24963 

121284JL.R1040 

uxk700667307.hl 

BLASTX 

g3540219 

304 

1.0e-27 

118 
55 

(D87686) KIAA0017 protein 
24964 

121316JL.R1040 
awf700837557.hl 



[Homo sapiens] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 f -most EST 



24965 

121339J..R1040 

fde700873618.hl 

BLASTX 

g3335349 

362 

6.0e-35 

81 

83 

(AC004512) Similar to gb_U4 6691 putative chromatin 
structure regulator (SUPT6H) from Homo sapiens. ESTs 
gb_T42908 / gb_AA586170 and gb_AA395125 come from this gene. 
[Arabidopsis thai i ana] 

24966 

121343_1.R1040 
rry700808323.hl 

24967 

121367_1.R1040 
crh700854990.hl 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



24968 

121400JL.R1040 
uxk700667561.hl 

24969 

121401_1.R1040 

jC-gmle01810007e07al 

BLASTX 

g2961342 

165 

5.0e-ll 

165 
28 

(AL022140) hypothetical protein [Arabidopsis thaliana] 
24970 

121402 1.R1040 



3935 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



uxk700667567.hl 

BLASTX 

gl076382 

147 

4.0e-09 

29 
86 

PRL2 protein 
24971 

121404_1.R1040 
uxk700667573.hl 



Arabidopsis thaliana (fragment) 



Seq. No. 

Contig ID 
5 '-most EST 



24972 

121405J..R1040 
uxk700667575.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



24973 

121412_1.R1040 
jC-gmst02400047a06dl 

24974 

121414_1.R1040 
ncj700984704.hl 

24975 

121435JL.R1040 
uxk700671721.hl 



Seq. No. 
Contig ID 
5 '-most EST 



24976 

121439JL.R1040 
uxk700670139.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



24977 

121447_1.R1040 

zhf700959586.hl 

BLASTN 

g2760167 

34 

2.0e-09 

74 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MC015/ complete sequence [Arabidopsis thaliana] 

24978 

121447_2.R1040 
uC-gmflminsoy061h08bl 

24979 

121452_1.R1040 
jex700903719.hl 

24980 

121466JL.R1040 
uxk700667685.hl 



3936 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24981 

121471_1.R1040 

jC-gmfl02220115d04al 

BLASTX 

g4490297 

401 

6.0e-39 

154 

53 

(AL035678) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



24982 

121487JL.R1040 
epx701105061.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24983 

121488_1.R1040 

zhf700955906.hl 

BLASTX 

g2459441 

572 

5.0e-59 

177 

61 

(AC002332) putative SWI/SNF complex subunit BAF170 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24984 

121489JL.R1040 

fde700875949.hl 

BLASTX 

g2674203 

267 

1.0e-23 

61 

82 

(AF036328) CLP protease regulatory subunit CLPX 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24985 

121490JL.R1040 

uxk700667727.hl 

BLASTX 

g3033386 

215 

1.0e-17 

92 
48 

(AC004238) RING3-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



24986 

121502_1.R1040 
uxk700667749.hl 



Seq. No. 
Contig ID 
5' -most EST 



24987 

121504_1.R1040 
uC-gmropic098e01bl 



3937 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



24988 

121504_2.R1040 
zsg701122768.hl 

24989 

121505JL.R1040 

uxk700667767.hl 

BLASTX 

g4106395 

273 

5.0e-24 

81 

62 

(AF073744) raffinose synthase [Cucumis sativus] 
24990 

121511_1.R1040 
uxk700667777.hl 



Seq. No. 
Contig ID 
5' -most EST 



24991 

121537_1.R1040 
txt700732928.hl 



Seq. No. 
Contig ID 
5 '-most EST 



24992 

121544JL.R1040 
leu701145768.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



24993 

121546J..R1040 

uC-gmrominsoy07 4 f 0 6bl 

BLASTX 

g4539291 

328 

1.0e-30 

83 

75 

(AL049480) putative protein [Arabidopsis thaliana] 
24994 

121548_1.R1040 

vzy700754773.hl 

BLASTX 

g4558564 

451 

9.0e-45 

151 

60 

(AC007138) predicted protein of unknown function 
[Arabidopsis thaliana] 

24995 

121628JL.R1040 
zsg701125865.hl 



Seq. No. 
Contig ID 



24996 
121634 



1.R1040 



3938 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. ■ No, 
Contig ID 
5' -most EST 



awf700841624.hl 

BLASTX 

gl769903 

844 

9.0e-91 

222 
70 

(X95738) proline transporter 2 [Arabidopsis thaliana] 
24997 

121639_1.R1040 
g5677356 

24998 

121640_1.R1040 
crh700849907.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24999 

121643_1.R1040 

zvp700764123.hl 

BLASTX 

gl001955 

633 

4.0e-66 

157 

79 

(U19099) unknown protein [Lycopersicon chilense 



] 



25000 

121649JL.R1040 

uxk700667994.hl 

BLASTX 

g3608155 

492 

9.0e-50 

136 

71 

(AC005314) putative RNA helicase [Arabidopsis thaliana] 
25001 

121660_1.R1040 
g5666640 

25002 

121667_1.R1040 
g5509029 

25003 

121676_1.R1040 

uxk700668040.hl 

BLASTX 

g4538929 

207 

1.0e-16 

63 

67 

(AL04 9483) putative nucleic acid binding protein 



3939 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25004 

121690JL.R1040 

fua701042983.hl 

BLASTX 

g2894599 

451 

6.0e-45 

127 

65 

(AL021889) putative protein [Arabidopsis thaliana] 



25005 

121693JL.R1040 

jC-gmle01810042d02al 

BLASTX 

g4539324 

152 

6.0e-10 

113 
39 

(AL035679) kinesin like protein 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



25006 

121698_1.R1040 
gsv701049049.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25007 

121701_1.R1040 
pxt700942611.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



25008 

121715JL.R1040 

zhf700959955.hl 

BLASTX 

g2443870 

175 

7.0e-13 

96 

39 

(AC002985) R27090 



2 [Homo sapiens] 



25009 

121717_1.R1040 

uxk700668092.hl 

BLASTX 

g2911073 

324 

3.0e-30 

108 

62 

(AL021960) putative protein [Arabidopsis thaliana] 
25010 

121719_1.R1040 
uxk700672757.hl 



3940 



€1 







Conficr ID 


121731 1 R1040 


5 ' -most EST 


gsv701051648 .hi 


Method 


BLASTX 


NCBI GI 


g542070 


■Di.Lrt.Lj X OUUiC 


155 


J_i V CIX U.C 


2 . Oe-10 


Match length 


52 


% identity 


60 
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Pont" 1 rr TD 
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121735 1 R1040 


S'-TTio^f EST 
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25013 


Conticr TD 


121739 1 R1040 


J ILIaJoL Hi OX 


-iP-rrml pOI fil nOfinhOS^I 


Method 


BLASTX 


NCBI GI 


g4154352 


DXjilO i. OOUlC 


328 


£_> v ax ixc 


6 Op-30 




91 
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t5 icieiixi ty 
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Pont" in TO 


191747 1 Pi 040 


*J ILLUo L. Ht O X 


rrh700R^1 5?5 hi 

11 / UUU JUL J • ux 


Method 


BLASTX 


NCBI GI 


gl00226 


BLAST score 


346 


E value 


2,0e-32 


Match length 


185 


% identity 


42 


NCBI Description 


hypothetical protein - 



- eggplant 



tomato >gi_19275_emb_CAA78112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 



Seq. No. 
Contig ID 
5 '-most EST 



25015 

121748J..R1040 
zpv700759045.hl 



Seq. No. 

Contig ID 
5' -most EST 



25016 

121750_1.R1040 
uxk700668139.hl 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



25017 

121754_1.R1040 

uxk700668145.hl 

BLASTN 

gl8634 

73 

9.0e-33 
93 



3941 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



# • 



94 

Soybean Gyl gene for glycinin subunit GI 
25018 

121777_1.R1040 

uxk700668181.hl 

BLASTX 

g2655098 

438 

3.0e-43 

110 

73 

(AF023472) peptide transporter [Hordeum vulgare] 



25019 

121782_1.R1040 
uC-gmflminsoy065h05bl 

25020 

121782_2.R1040 
smc700744391.hl 

25021 

121791JL.R1040 

fua701041522.hl 

BLASTX 

g3540198 

270 

1.0e-23 

69 

67 

(AC004260) Unknown protein 
25022 

121794_1.R1040 
eep700868158.hl 



[Arabidopsis thaliana] 



25023 

121823_1.R1040 

kll701206949.hl 

BLASTX 

g4335749 

216 

1.0e-17 

63 

65 

(AC006284) unknown protein [Arabidopsis thaliana] 
25024 

121824_1.R1Q40 
uxk700668248.hl 

25025 

121828_1.R1040 
zhf700951803.hl 
BLASTX 
g2651300 



3942 



# 



BLAST score 


294 


E value 


1.0e-26 


Match length 


89 


% identity 


67 


NCBI Description 


(AC002336) putative initiator tRNA 




phosphoribosyl-transf erase [Arabidops 


Seq. No. 


25026 


Contig ID 


121837 1.R1040 




kll701202466 hi 


Cpn No 


25027 




121851 1 R1040 


5 '-most EST 


eep700868274 .hi 


Method 


BLASTX 


NCBI GI 


g2781347 


BLAST score 


430 


E value 


1.0e-42 


Match lencrth 


118 


% identity 


70 


NCBI Description 


(AC003113) F2401.3 [Arabidopsis thali 


Sea. No. 


25028 


Contig ID 


121852 1.R1040 


5' -most EST 


uxk700668293.hl 




25029 


Contig ID 


121856 1.R1040 


5 '-most EST 


uxk700668303.hl 


*3 W . {.i V . 


25030 

£-t \J J \J 


Pnnf in T D 

v-'vji J. 1 L y XJJ 


1 ?*\ ftfil 1 R1 D4f) 


S 1 — nines t- F^T 


nx-k700fifi8^1 0 hi 


Sea No 


25031 




121875 1 R1040 


5 ' -most EST 


uxk700668325.hl 


Method 


RT.ASTX 


NCBI GI 


g2244771 


BLAST score 


425 


E value 


2 . 0e-42 


Matfh 1 ertnth 


92 


% identity 


91 


NCBI Description 


(Z97335) kinesin homolog [Arabidopsis 


Seer. No. 


25032 


Contia ID 


121885 1 R1040 




uxk7006683^9 hi 




i, JU J J 




191ft 1 Rl C14 D 


5 1 -most EST 


wrg700789432.h2 


Method 


BLASTX 


NCBI GI 


g2465925 


BLAST score 


190 


E value 


9.0e-15 


Match length 


73 



3943 



% identity 

NCBI Description 



52 

(AF024649) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 



Sea No 


25034 


ronficr ID 


121895 2 R1040 


5' -most EST 


uxk700668352.hl 


Seq* No. 


25035 


Contig ID 


121909 1.R1040 


5' -most EST 


uxk700668559.hl 


Method 


BLASTX 


NCBI GI 


g3152576 


BLAST score 


278 


E value 


7.0e-25 


Mafph 1 pnnth 

L in l_ Uil ±VllM Lll 


108 


& -l H <=»Tl "l~ H +" W 
O XUC11LX 


54 


KIPRT HoGpr i nf "i nn 

1NU.D-L UCDUi LLJ I Lull 


y \J \J /L Zt \J Vj I O -LIU-L -LCL-L L. 




y u ii_. / o ji il vjm r\a. llu 


Qe-rr Mo 




uojiLig ±1/ 


1 91 Q9fi 1 Rl 04H 
izi_'_-o i . i\i u *i w 


5 f -Tno<5f EST 


zhf700964479 hi 


Seq. No. 


25037 


Contig ID 


121927 1.R1040 


v-> ILIA-JO L. LitJ X 


awf700838219 hi 

UrVL / UUU JlJ&ly . 11 -L 


1 1C U11UU 




WORT f2T 




Dlifiu X oOUIC 




Hi V d _l_ LlC 


1 . Oe-145 


rid tun xciiyuii 




Xi _LV_lCLlL._LU._y 


79 


NPRT DpQnri nri on 

XX x_> X-J -1- 1— / w J— -X_ KS L- J- X X 


(AF073744) raffinose 


Sea No 


25038 

%j \j *j \j 


Contig ID 


121932 1.R1040 


5 '-most EST 


uxk700668394.hl 


Mot Vi rirl 




IN Vw Ij X Ul 




BLAST score 


562 


E value 


6.0e-58 


LMCl LUll J_ eiiy L-ll 


_L —J vj 


^ x (j. trii t_ _l uy 




LNUOl UcoLllLiLlUll 


^ iri\_* LJLAL.CiL,XVe 




■H Vj a 1 l anal 
LliCLXXdilCL J 


o e q . in o * 




Contig ID 


121934 1.R1040 


5 '-most EST 


uxk700668396.hl 


Seq. No. 


25040 


Contig ID 


121945 1.R1040 


5' -most EST 


kll701206519.hl 


Method 


BLASTX 


NCBI GI 


gl21950 


BLAST score 


213 



[Arabidopsis thaliana] 



putative transcription factor [Arabidopsis 



3944 



II 



E value 


6.0e-17 


Match length 


88 


% identity 


55 


NCBI Description 


HI STONE HI >gi_22321_emb_CAA4( 




mays] 


Seq. No. 


25041 


Contig ID 


121946 1.R1040 


5 1 -most EST 

XLL\^W \m* J-J 1*-* J- 


awf 700840 912. hi 


Sea No . 


25042 




121951 1 R1040 


5 1 -most EST 


jC-gmro~02910016d07al 


Method 


BLASTX 


NCBI GI 


g2245138 


BLAST score 


439 


E value 


3.0e-59 


Match lencrth 


179 


S: i Hpnt it v 


64 


NPRT Dp^rT"! nfion 

X iJ Nb/JJ J- L*/ W -L- t#* «L. V-^ X X 


(Z97344) hypothetical protein 


Sea. No. 


25043 


Contia ID 


121961 1.R1040 


5' -most EST 


jC-gmle01810075f05al 


Method 


BLASTX 


NCBI GI 


g2827536 


BLAST score 


200 


F. V3 1 up 


2. Oe-15 


Mat ch l^nath 


70 


% identity 


51 


NCBI Description 


(AL021633) hypothetical prote 


Sea. No. 

k**V^\^ * X>H\^ * 


25044 


Contig ID 


121982 1.R1040 


5' -most EST 


uxk700668473.hl 


Sea. No. 


25045 


Contia ID 


121993 1.R1040 


5 1 -most EST 


uxk700^68 4 8 6 . hi 


Sea No 


25046 


Contia ID 


121997 1 R1040 


5 ' -most EST 


uxk700668491.hl 


Method 


BLASTN 


NCBI GI 


g516102 


BLAST score 


113 


i— i v ux 


8 0e-57 


Match lenath 


239 


% identity 


96 


NCBI Description 


Soybean phytochrome B (phyB) 


Seq. No. 


25047 


Contig ID 


122013JL.R1040 


5' -most EST 


uC-gmropic035h05bl 


Seq. No. 


25048 


Contig ID 


122036_1.R1040 



gene exons 1-5, complete cds 



3945 



5 T -most EST 


uC-gmronoir073b06bl 




BLASTX 


NCBI GI 


g3080426 


BLAST score 


236 


E value 


2.0e-19 


M^+'r'h 1pnrrf'? , i 
lid l. oil xcny uii 


93 


% identity 


72 


L\UD1 L/C O V_< J — L^/LXU11 


(AL022604) putative protein [Arabidopsis thaliana] 


i_> C <^ • LN ^ • 


25049 


fontia ID 


122036 2.R1040 


5 1 -most EST 


uC-gmropic 1 1 6 f 0 7b 1 




BLASTX 


NCBI GI 


g3080426 


BLAST score 


235 


E value 


1.0e-19 


Mafph 1 pnnfh 

1JCL L>Uil XCliy l-.il 


56 




77 


LH v> J— ' J- L> ^ O J_ _l_ k-' l» -1. 1± 


(AL022604) putative protein [Arabidopsis thaliana] 




25050 


^/Uiii — l y iu 


122050 1.R1040 


5' -most EST 


kll701202443.hl 


Mf=i"i~ Vi or! 


BLASTX 


NCBI GI 


g3522959 


BLAST score 


146 


F 1 HP 
i_j v axuc 


2 . 0e-09 


M^tch lencfth. 


68 


% identity 


41 


NCBI Description 


(AC004411) putative pectinesterase [Arabidopsis thai 




25051 


Contig ID 


122050 2.R1040 


5 '-most EST 


bth700848209.hl 


UC^f IN W • 


25052 


Contig ID 


122060 1.R1040 


5' -most EST 


jC-gmfl02220102e02al 


Qprr Kfn 

k_J ^ • \J • 


25053 


Contig ID 


122060 2.R1040 


5' -mo st EST 


Jcll701203641.h2 


£\e*n No 

kJ w • LN W • 


25054 


Contia ID 


122067 1.R1040 




ppri7 00866071 hi 




25055 


o(jiiLJ.y xjj 


1??071 1 R1040 


S'-TTlOSt EST 

<J 1LLW O L. IjU X 


iC-amfl02220130hlldl 


1 JC 1— 11W\J. 


RT.A^TX 


NCBI GI 


g2760326 


BLAST score 


291 


E value 


4.0e-26 


Match length 


164 


% identity 


40 


NCBI Description 


(AC002130) F1N21.11 [Arabidopsis thaliana] 



3946 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25056 

122099_1.R1040 

uxk700668656.hl 

BLASTX 

g2832661 

179 

8.0e-13 

68 

54 

(AL021710) pherophorin - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25057 

122114_1.R1040 

uC-gmropiclOlf 12b 1 

BLASTX 

gl001294 

157 

1.0e-10 

62 

42 

(D64006) hypothetical protein [Synechocystis sp.] 
25058 

122121_1.R1040 

uxk700668689.hl 

BLASTX 

g4559327 

277 

1.0e-26 

99 

58 

(AC007087) hypothetical protein [Arabidopsis thaliana] 
25059 

122133_1.R1040 

rca700999886.hl 

BLASTX 

g4220479 

277 

1.0e-24 

75 

73 

(AC006069) unknown protein [Arabidopsis thaliana] 
25060 

122137_1.R1040 

uxk700668804.hl 

BLASTX 

g4249380 

152 

3.0e-10 

82 

46 

(AC005966) ESTs gb_Z37637, gb_AA0424 98 and gb_AA042269 come 
from this gene. [Arabidopsis thaliana] 



3947 



Seq. No. 


25061 


Contig ID 


122139 1.R1040 


5 '-most EST 


g4290232 


Seq. No. 


25062 


Contig ID 


122142 1.R1040 


5' -most EST 


bth700847938.hl 


Seq. No. 


25063 


Contig ID 


122145 1.R1040 


5 '-most EST 


yzl700967081.hl 


Seq. No. 


25064 


Contig ID 


122150 1.R1040 


5' -most EST 


jC-gmro02910074b02al 


Method 


BLASTX 


NCBI GI 


g2642448 


BLAST score 


672 


E value 


2.0e-70 


Match length 


292 


% identity 


49 


NCBI Description 


(AC002391) hypotheti 




>gi_3169187 (AC00440 




thaliana] 


Seq. No. 


25065 


Contig ID 


122176 1.R1040 


5 '-most EST 


jC-gmst02400033elOdl 


Seq. No. 


25066 


Contig ID 


122176 2.R1040 


5 T -most EST 


pxt700942715.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method- 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25067 

122177_1.R1040 

zzp700831961.hl 

BLASTX 

g2129575 

594 

2.0e-61 

123 

91 

DNA repair protein homolog XPBara 



- Arabidopsis thaliana 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25068 

122211JL.R1040 

leu701150233.hl 

BLASTX 

g3914486 

225 

1.0e-18 

62 

65 

PUTATIVE PSEUDOURI DYLATE SYNTHASE { PSEUDOURIDINE SYNTHASE) 
>gi_2347206 (AC002338) pseudouridine synthase isolog 
[Arabidopsis thaliana] 



3948 



Seq. No. 


25069 


Contig ID 


122229 1.R1040 


5' -most EST 


uxk700668875.hl 


*J W \A • ill V • 


25070 


Pnni" "i a TV) 


122304 1 R1040 


5 ' -most EST 


dpv70i097219.hl 




25071 


Contig ID 


122305 1.R1040 


5 f -most EST 


uxk700668993.hl 


Method 


BLASTX 


NCBI GI 


gl708934 


BLAST score 


175 


E value 


8.0e-13 


Match length 


62 


% identity 


53 


NCBI Description 


CDK-ACTIVATING 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



KINASE ASSEMBLY FACTOR MAT1 (RING FINGER 
PROTEIN MAT1) (MENAGE A TROIS) (CDK7/CYCLIN H ASSEMBLY 

FACTOR) (P36) (P35) >gi_2137198_pir A57235 CDK-activating 

kinase p36 - mouse >gi_1015999 (U35249) CDK-activating 
kinase assembly factor p36/MATl [Mus musculus] 

25072 

122311JL.R1040 

xpa700796387.hl 

BLASTX 

gl00225 

438 

1.0e-42 

363 
36 

heat shock transcription factor 8 - tomato 

>gi_19260_emb_CAA47868_ (X67599) heat stress transcription 
factor 8 [Lycopersicon esculentum] 



Seq. No. 
Contig ID 
5' -most EST 



25073 

122315JL.R1Q40 
zhf700963620.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25074 

122355_1.R1040 

awf700841565.hl 

BLASTX 

g3941322 

675 

4.0e-71 

164 
75 

(AF041340) gamma-glutamylcysteine synthetase [Medicago 
truncatula] 



Seq* No. 
Contig ID 
5' -most EST 



25075 

122359_1.R1040 
uxk700669087.hl 



3949 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25076 

122366_1.R1040 

uxk700669102.hl 

BLASTX 

g2583128 

251 

1.0e-32 

185 
46 

(AC002387) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25077 

122409__1.R1040 

uxk700669496.hl 

BLASTN 

g3046856 

51 

6.0e-20 

143 
84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXI22, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Contig ID 
5' -most EST 



25078 

122411JL.R1040 
uxk700669191.hl 



Seq. No. 
Contig ID 
5' -most EST 



25079 

122430_1.R1040 
sat701009950.h2 



Seq. No. 
Contig ID 
5 '-most EST 



25080 

122442JL.R1040 
hyd700731210.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



25081 

122454_1.R1040 

zsg701130390.hl 

BLASTX 

g2655098 

695 

3.0e-73 

230 

60 

(AF023472) peptide transporter [Hordeum vulgare] 
25082 

122475_1.R1040 
uxk700669308.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25083 

122486JL.R1040 
uxk700669324.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25084 

122505JL.R1040 
jC-gmst02400028c09al 



3950 



Method 


# • 

BLASTX 


NCBI GI 


g3434971 


BLAST score 


211 


E value 


2 . Oe-16 


Match length 


59 


% identity 


bo 


NCBI Description 


(AB008105) ethylene responsive element binding 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25085 

122558JL.R1040 

uxk700672888.hl 

BLASTX 

gl66949 

502 

7.0e-51 

157 
58 

(M32885) cytochrome 
americana] 



P-450LXXIA1 (cyp71Al) [Persea 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25086 

122564JL.R1040 

gsv701053059.hl 

BLASTN 

g2564044 

35 

4.0e-10 

127 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC 
K19P17, complete sequence [Arabidopsis thaliana] 



clone 



Seq. No. 

Contig ID 
5' -most EST 



25087 

122597_1.R1040 
fC-gmse700669535a3 



Seq. No. 
Contig ID 
5' -most EST 



25088 

122612_1.R1040 
uxk700669732.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



25089 

122633JL.R1040 

g4396795 

BLASTX 

g4522011 

418 

4.0e-41 

109 

68 

(AC007069) hypothetical protein [Arabidopsis thaliana] 
25090 

122638_1.R1040 
uxk700669605.hl 
BLASTX 
g4468986 



3951 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



182 

9.0e-14 

52 
58 

(AL035605) putative protein [Arabidopsis thaliana] 
25091 

122651_1.R1040 
ncj700980989.hl 



Seq. No. 
Contig ID 
5 T -most EST 



25092 

122666J..R1040 
uxk700669641.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



25093 

122670JL.R1040 

uxk700669647.hl 

BLASTX 

g2244876 

306 

2.0e-28 

81 

72 

(Z97338) hypothetical protein [Arabidopsis thaliana] 
25094 

122682_1.R1040 
hyd700726679.hl 



Seq. No. 
Contig ID 
5' -most EST 



25095 

122683_1.R1040 
uxk700669670.hl 



Seq. No. 

Contig ID 
5 '-most EST 



25096 

122704JL.R1040 
uxk700669777.hl 



Seq. No. 

Contig ID 
5' -most EST 



25097 

122727_1.R1040 
hrw701058826.hl 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25098 

122730_1.R1040 
jex700903901.hl 

25099 

122756_1.R1040 

crh700851669.hl 

BLASTX 

g4115377 

479 

6.0e-48 

219 
43 

(AC005967) unknown protein [Arabidopsis thaliana] 



Seq. No. 



25100 



3952 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



122763JL.R1040 

g5687928 

BLASTX 

gl703446 

471 

6.0e-47 

212 

50 

L - AS P ARAG I N AS E 
>gi_107 6292_pir 
>gi_735918_emb ' 
thaliana] 



{ L- AS PARAGINE AMIDOHYDROLASE) 

S53127 asparaginase - Arabidopsis thaliana 

CAA84367 (Z34884) asparaginase [Arabidopsis 



(AF014824) histone 



25101 

122767_1.R1040 

hrw701058026.hl 

BLASTX 

g3023945 

526 

6.0e-54 

110 

86 

HISTONE DEACETYLASE (HD) >gi_23 18131 
deacetylase [Arabidopsis thaliana] 

25102 

122774_1.R1040 
jC-gmfl02220130c04dl 



25103 

122777_1.R1040 

ncj700987061.hl 

BLASTX 

g4539452 

136 

5.0e-16 

99 
54 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

25104 

122785_1.R1040 
uxk700670264.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25105 

122788_1.R1040 

uxk700669830.hl 

BLASTX 

g4567227 

492 

7.0e-50 

123 

76 

(AC007119) putative transport protein [Arabidopsis 
thaliana] 



3953 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25106 

122789_1.R1040 

xpa700792419.hl 

BLASTX 

gl706326 

525 

1.0e-53 

106 
93 

PYRUVATE DECARBOXYLASE ISOZYME 1 (PDC) 

>gi_2146786_pir S65470 pyruvate decarboxylase (EC 4. 

(clone PDC1) - Garden pea >gi_1177 603_emb_CAA91444__ 
(Z66543) pyruvate decarboxylase [Pisum sativum] 



1.1.1) 



Seq. No. 
Contig ID 
5' -most EST 



25107 

122801JL.R1040 
ary700764320.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25108 

122814_1.R1040 
uxk700669877.hl 



Seq. No. 
Contig ID 
5' -most EST 



25109 

122815JL.R1040 
uxk700669878.hl 



Seq. No. 
Contig ID 
5' -most EST 



25110 

122840_1.R1040 
jC-gmfl02220089a08dl 



Seq. No. 
Contig ID 
5 '-most EST 



25111 

122842_1.R1040 
hrw701063202.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25112 

122847_1.R1040 

jC-gmfl02220068fl0al 

BLASTX 

g4455259 

378 

3.0e-36 
169 
48 

(AL035523) 
thaliana] 



putative Ser/Thr protein kinase [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



25113 

122851JL.R1040 
uC-gmropic058c07bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



25114 

122868_1.R1040 

fC-gmse700669955f2 

BLASTN 

g495660 

143 

1.0e-74 



3954 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No* 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



266 
89 

Pisum sativum aspartate transcarbamoylase (pyrB2) mRNA, 
complete cds 

25115 

122873JL.R1040 
fC-gmse700669961f2 

25116 

122889_1.R1040 
kmv700740365.hl 

25117 

122890JL.R1040 

awf700839644.hl 

BLASTX 

g4106395 

477 

5.0e-48 

121 
71 

(AF073744) raffinose synthase [Cucumis sativus] 
25118 

122895_1.R104Q 
uxk700669992.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



25119 

122910_1.R1040 

hrw701060629.hl 

BLASTX 

g2465923 

170 

4.0e-12 

90 

40 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

25120 

122918_1.R1040 
uxk700670026.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25121 

122924_1.R1040 

uxk700670037.hl 

BLASTX 

g3047103 

187 

2.0e-14 

73 

52 

(AF058919) regions of weak similarity to 1-asparaginase 
[Arabidopsis thaliana] 



Seq. No. 



25122 



3955 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



122933_1.R1040 

uC-gmropicll0a04bl 

BLASTX 

g4455319 

192 

4.0e-14 

122 
9 

(AL035528) putative disease resistance protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



25123 

122941J..R1040 
uxk700670061.nl 



Seq. No. 
Contig ID 
5 '-most EST 



25124 

122946JL.R1040 
zhf700963776.hl 



Seq. No. 

Contig ID 
5 '-most EST 



25125 

122946_2.R1040 
txt700735620.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25126 

122966_1.R1040 

zhf700963048.hl 

BLASTX 

g2623297 

628 

3.0e-65 

299 

48 

(AC002409) unknown protein [Arabidopsis thaliana] 
>gi_3790583 (AF079180) RING-H2 finger protein RHCla 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



25127 

122966_2.R1040 
pmv700892456.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25128 

122976_1.R1040 
uxk700670107.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25129 

122977_1.R1040 

uC-gmrominsoy227h07bl 

BLASTN 

g3668068 

81 

2.0e-37 

185 
86 

Lycopersicon esculentum Pto kinase interactor 1 
mRNA, complete cds 



(Ptil) 



Seq. No. 



25130 



3956 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



122981_1.R1040 

jC-gmfl02220113e03dl 

BLASTX 

g2244996 

503 

6.0e-51 

118 

80 

(Z97341) similarity to a membrane-associated salt-inducible 
protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25131 

122984_1.R1040 

jC-gmfl02220144c05al 

BLASTX 

gl351819 

305 

1.0e-27 

143 

42 

HYPOTHETICAL 81.7 KD PROTEIN IN MOL1-NAT2 INTERGENIC REGION 

>gi_2131682_pir S60436 hypothetical protein YGR145w - 

yeast (Saccharomyces cerevisiae) >gi_1045251_emb_CAA59803_ 
(X85807) ORF G6623 [Saccharomyces cerevisiae] 
>gi_1323244_emb_CAA97158_ (Z72930) ORF YGR145w 
[Saccharomyces cerevisiae] 



Seq. No. 


25132 


Contig ID 


122993 1.R1040 


5' -most EST 


jex700903862.hl 


Seq. No. 


25133 


Contig ID 


122995 1.R1040 


5' -most EST 


uxk700670141.hl 


Method 


BLASTX 


NCBI GI 


g3201627 


BLAST score 


117 


E value 


4.0e-12 


Match length 


79 


% identity 


56 


NCBI Description 


(AC004669) putative 


Seq. No. 


25134 


Contig ID 


122996 1.R1040 


5' -most EST 


uxk700670142.hl 


Method 


BLASTX 


NCBI GI 


g4510368 


BLAST score 


144 


E value 


2.0e-09 


Match length 


69 


% identity 


45 


NCBI Description 


(AC007017) putative 



putative transcription factor E2F5 [Arabidopsis 



thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



25135 

122999JL.R1040 
uC-gmrominsoyll5h05bl 



3957 



(id 



Method 


BLASTX 


NCBI GI 


g3851158 


BLAST score 


146 


j_j v a j_ Lie 


6 Oe-09 


rudLUIl -LeliyL.il 


1 Qfi 

X _7 O 


% identity 


31 


NCBI Description 


(AF092090) cpl51 [Rattus norvegi 




25136 


Contig ID 


123002 1.R1040 


5 '-most EST 


kll701210739.hl 


\Z • iNU • 


25137 




i?^nn? 9 R1040 


J LH\J o L. Hi O 1 


J \^ ynio l. u £> *s vj \j \j \j a \t u ct j. 


Ocl[i IN • 


iJJ — J u 






5 1 -most EST 


uxk700670179.hl 




BLASTX 


NCBI GI 


gl770454 


BLAST score 


230 


Hi v d-L Lit; 


J i UC J- y 




71 






jnudi uescrip uion 




beq. jno . 




P'z-STTt-T /-r T Pi 

L-unuig ±u 








Method 


BLASTN 


NCBI GI 


gl065907 


BLAST score 


510 


E value 


0.0e+00 


Match length 


855 


% identity 


90 


NCBI Description 


Pisum sativum chloroplast proces 



gene encoding chloroplast protein, complete cds 

Seq. No. 25140 

Contig ID 123037_1 . R1040 

5' -most EST uxk700670191 .hi 



Seq. No. 
Contig ID 
5' -most EST 



25141 

123043_1.R1040 
awf700836541.hl 



Seq. No. 
Contig ID 
5' -most EST 



25142 

123044J..R1040 
uxk700670204.hl 



Seq. No. 
Contig ID 
5' -most EST 



25143 

123058JL.R1040 
uxk700670231.hl 



Seq. No. 
Contig ID 



25144 

123063 1.R1040 



3958 



5' -most EST 



asn701135236.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25145 

123071_1.R1040 

wvk700683675.hl 

BLASTX 

g2137562 

207 

1.0e-16 

61 

61 

mouse Dhml protein - mouse >gi_1060921_dbj__BAA07524_ 
(D38517) Dhml protein [Mus musculus] 



Seq. No. 
Contig ID 
5' -most EST 



25146 

123095JL.R1040 
asn701141962.hl 



Seq- No. 
Contig ID 
5' -most EST 



25147 

123100JL.R1040 
jC-gmle01810084h05dl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25148 

123104JL.R1040 

uxk700670308.hl 

BLASTX 

g2244986 

231 

2.0e-19 

97 

34 

(Z97340) FCA gamma 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25149 

123108JL.R1040 

vwf700679268.hl 

BLASTN 

gl046277 

148 

2.0e-77 

343 

86 

Phaseolus vulgaris embryo-specific acidic transcriptional 
activator PvAlf mRNA, complete cds 



Seq. No. 
Contig ID 
5' -most EST 



25150 

123138_1.R1040 
crh700850927.hl 



Seq. No. 

Contig ID 
5' -most EST 



25151 

123142_1.R1040 
uxk700670378.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25152 

123145_1.R1040 
uxk700670381.hl 



3959 



# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25153 

123157 J.. R1040 

dpv701099953.hl 

BLASTX 

gl076264 

220 

4.0e-18 

102 

52 

carboxyl-terminal processing proteinase Dl precursor - 

spinach >gi_2129489_pir S6514 6 photosystem II Dl protein 

processing enzyme precursor - spinach 
>gi_999435_dbj_BAA09134_ (D50585) C-terminal protease 
precursor [Spinacia oleracea] 



Seq. No. 
Contig ID 
5' -most EST 



25154 

123181JL.R1G40 
uxk700670434.hl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25155 

123219JL.R1040 

txt700731701.hl 

BLASTX 

g2497953 

423 

6.0e-42 

100 

78 

MOLYBDOPTERIN BIOSYNTHESIS CNX1 PROTEIN (MOLYBDENUM 
COFACTOR BIOSYNTHESIS ENZYME CNX1) >gi_1263314 (L47323) 
molybdenum cofactor biosynthesis enzyme [Arabidopsis 
thaliana] >gi_44 69123_emb_CAB38312_ (AJ236870) molybdenum 
cofactor biosynthesis enzyme [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



25156 

123225_1.R1040 
awf700838914.hl 



Seq. No. 
Contig ID 
5' -most EST 



25157 

123232_1.R1040 
uxk700670543.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25158 

123238_1.R1040 

uxk700670549.hl 

BLASTX 

g2689030 

191 

2.0e-14 

146 

40 

(AF034568) RNA guanylyltransf erase [Mus musculus] 
>gi_2697127 (AF025653) mRNA capping enzyme [Mus musculus] 



Seq. No. 
Contig ID 
5' -most EST 



25159 

123241JL.R1040 
uxk700670553.hl 



3960 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTN 

g479059 

88 

4.0e-42 

199 

95 

G.max (Fiskeby V) 
25160 

123265_1.R1040 
leu701150451.hl 



mRNA for cysteine endopeptidase 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



25161 

123302_1.R1040 

uxk700670677.hl 

BLASTX 

g3540194 

669 

4.0e-70 

192 

69 

(AC004260) AtVPS45p [Arabidopsis thaliana] 
25162 

123302_2.R1040 
bth700847232.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



25163 

123312J..R1040 

g5606434 

BLASTX 

g2642431 

621 

1.0e-64 

220 
53 

(AC002391) putative retrotransposon polyprotein 
[Arabidopsis thaliana] 

25164 

123338_1.R1040 
uxk700670741.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25165 

123357_1.R1040 
hyd700727542.hl 

25166 

123360_1.R1040 

uxk700670807.hl 

BLASTX 

gll74470 

158 

8.0e-ll 

105 
35 

OLIGOSACCHARYL TRANSFERASE 



STT3 SUBUNIT HOMOLOG (B5) 



3961 



(INTEGRAL MEMBRANE PROTEIN 1) >gi_508543 (L34260) integral 

membrane protein 1 [Mus musculus] >gi_1588285_prf 2208301A 

integral membrane protein [Mus musculus] 



Seq. No. 


25167 


Contig ID 


123367 1.R1040 


5 1 -most EST 


j C-gmf 102220052 flOal 


Tv/fd Vi o ^ 


ID J-iflJ 1 /\ 


IN \^_J -L v_r__ 




DT 7\ QT" 1 Qp/^ro 
oJ_trt.O 1 o LUi tr 


_. *± __ 


Pi 1 1 np 

Hi v ul LAC 


3 Oe-20 

■_-j * \J **— » _-- \_/ 


i v Jdt.Cu XcIiyLIl 






46 


MPRT n^<;rr i nf- i nn 


(AF072717) pEg7 [Xenopus laevis] 


Seq. No. 


25168 


Contig ID 


123372 1.R1040 


S 1 -moqt EST 


uxk700670833.hl 




BLASTX 

J— t 1 IflU J. V 


NCBI GI 


g4539005 


BLAST score 


421 






TV/T a +• /"*< Vi T ari /T+" Vt 


1 7 S 


n ^ i t t 

^ iu.enLj.uy 




lnujdx uescription 


f Z\l\Pi _1 QA fi 1 ^ m i +• a i~ "i T7p nyi HnrpHnrt'asp f ATabidoDsis thai 


o e q . in o . 


9R1 £Q 


oontig id 






uxk700671324 hi 


Seq. No. 


25170 


Contig ID 


123425 1.R1040 






l ie UllUU 


RT.ASTX 




yfi ftOZ O O O 






T7"3 1 lift 


3 . 0e-18 


r_ctL.i_.ii __eiiy l.h 






Qfl 




fAC0n6300^ unknown orotein FArabidoDsis thaliana] 


Seq. No. 


25171 


Contig ID 


123425 2.R1040 


J ILlvJo L __Q-_ 


nvk700fi70970 hi 






NCBI GI 


g4432855 


BLAST score 


225 


T7"^ 1 IIP 


7 . Oe-19 


Match length 


51 


% identity 


86 


NCBI Description 


(AC006300) unknown protein [Arabidopsis thaliana] 


Seq. No. 


25172 


Contig ID 


123463 1.R1040 


5 f -most EST 


crh700851108.hl 


Seq. No. 


25173 



3962 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



123479J..R1040 

zpv700762610.hl 

BLASTX 

g3695408 

156 

1.0e-10 

51 
57 

(AF096373) contains similarity to Solanum lycopersicum 
(tomato) wound-induced protein (GB:X59882) [Arabidopsis 
thaliana] >gi_4538956_emb_CAB39780 . 1_ (AL049488) probable 
wound-induced protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25174 

123483_1.R1040 

uxk700671073.hl 

BLASTX 

g3386617 

164 

1.0e-ll 

36 
89 

(AC004665) putative cell division protein (ftsY) 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



25175 

123489JL.R1040 

uxk700671085.hl 

BLASTN 

g862479 

94 

1.0e-45 

266 

84 

Glycine max valosin-containing protein mRNA, complete cds 
25176 

123491_1.R1040 
uxk700671087.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25177 

123495JUR1040 
dpv701100357.hl 

25178 

123524_1.R1040 

vwf700675844.hl 

BLASTX 

g3914832 

342 

5.0e-50 

124 

74 

DNA- DIRECT ED RNA POLYMERASE MITOCHONDRIAL PRECURSOR 
>gi_1742971_emb_CAA70583_ (Y09432) mitochondrial singel 
subunit DNA-directed RNA polymerase [Arabidopsis thaliana] 
>gi__2330566_emb_CAA70210_ (Y09006) mitochondrial 



3963 



single-subunit DNA-dependent RNA polymerase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



25179 

123526_1.R1040 
uxk700671476.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25180 

123533_1.R1040 

uxk700671225.hl 

BLASTX 

g267055 

330 

3.0e-31 

81 

75 

SUCROSE SYNTHASE (SUCROSE-UDP GLUCOS YLTRANS FERASE ) 

>gi_66572_pir YUMU sucrose synthase (EC 2.4.1.13) - 

Arabidopsis thaliana >gi_16526_emb_CAA43303_ (X60987) 
sucrose synthase [Arabidopsis thaliana] 

25181 

123540JLR1040 
g5342486 

25182 

123552_1.R1040 

fC-gmse70007 64850rl 

BLASTX 

g4263781 

361 

4.0e-34 

112 

60 

(AC006068) putative membrane transport protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



25183 

123558_1.R1040 
uxk700671351.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



25184 

123587_1.R1040 

vzy700753716.hl 

BLASTX 

g4406761 

217 

7.0e-23 

90 

66 

(AC006836) putative ubiquinone biosynthesis protein 
[Arabidopsis thaliana] 

25185 

123589_1.R1040 

jC-gmst02400031e01al 

BLASTX 



3964 



NCBI GI 


g927025 


BLAST score 


836 


R va 1 hp 


2 . Oe-89 


M^1"ph) 1 pnnth 

LIU L» i Vll 


362 


% identity 


44 


NCBI Description 


(L44134) SPFl-like DNA-binding protein [Cucumis sativus] 


Qprr "Wo 


25186 


Contig ID 


123594 1.R1040 


5 '-most EST 


uxk700671437.hl 


OeH • 1NU • 


^ yj X O / 


Contig ID 


123600_1.R1040 


5' -most EST 


uC-gmrominsoy028e06bl 




25188 


Print" i rr TD 


123602 1 R1040 


U iLLVjO L CjO 1 


■\ P-rrni =rF0 9 4 0 0 0 1 7b0 4dl 




25189 


f Pint i rr TFl 
OvJiiLJ-Lj x u 




5 '-most EST 


nci700^83937.hl 


Mpthod 


BLASTX 


NCBI GI 


g2828293 


BLAST score 


189 


R va 1 n p 


2 . Oe-14 


Ma t" oVi 1 Pfirfh n 
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9R1 QPi 

Z, J X 27 U 


rAnf t rr T n 

L^ont-Lg ijj 


1 9^697 1 T31 040 




iC-amle*01810083b04dl 


Mpt" hod 


BLASTX 


NCBI GI 


g4512670 


BLAST score 


176 


R "wa 1 np 


9. Oe-13 


rid ll.I1 lenyuu 




15 lucIlL i. 


4fi 


iN^y-DJ. ucoOIipLlUil 


fAPnn^Q'^'M on h ^ i - i -wp r* wf- orb romp P4R0 rArahi Hnnsi <=» "Mlri 1 i ana 
^ rao UU U J Jl ) L>LLLciLJ-Ve L*y LL/L-liX L/lLle r"i ^rnx, cljv xuu^o -i. o i.iia±iaiia 


Can Mn 
oeq • INO • 


9S1 Q1 


r^i 4* t it TFi 

v^onciy xU 


1 9^6?^ 1 PI 040 


-~J 1UUO L, iJtj 1 


ir-amle01810045a08al 




BLASTX 


NCBI GI 


g4519671 


BLAST score 


347 


R V3 1 np 

I— i V Q-L Lie 


2 Oe-32 


rid l Oil icily Lii 


X U — > 


% identity 


50 


NCBI Description 


(AB017693) transf actor [Nicotiana tabacum] 


Seq. No. 


25192 


Contig ID 


123635 2.R1040 


5 f -most EST 


jsh701063850.hl 


Seq. No. 


25193 



3965 



Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 r -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



123646_1.R1040 
uC-gmrominsoy309f 03bl 

25194 

123658JL.R1040 
g4296081 

25195 

123659_1.R1040 

uxk700671630.hl 

BLASTX 

g3335341 

280 

3.0e-25 

87 

64 

(AC004512) T8F5.10 [Arabidopsis thaliana] 
25196 

123667JL.R1040 
fde700873316.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25197 

123675J..R1040 
uxk700671833.hl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



25198 

123676_1.R1040 

uxk700671679.hl 

BLASTX 

g4512702 

301 

2.0e-27 

72 

78 

(AC006569) hypothetical protein [Arabidopsis thaliana] 
25199 

123698_1.R1040 
uxk700671728.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



25200 

123702JL.R1040 
epx701104041.hl 

25201 

123707JL.R1040 
uxk700671745.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



25202 

123716_1.R1040 

asn701136961.hl 

BLASTX 

g4204304 

227 

7.0e-19 
105 



3966 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



50 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

25203 

123735_1.R1040 
uxk700671813.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25204 

123738_1.R1040 
uxk700671817.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25205 

123777_1.R1040 

uC-gmf Iminsoy053el0bl 

BLASTX 

g732233 

151 

1.0e-09 

91 

36 

HYPOTHETICAL PROTEIN IN XYNA 3 'REGION (ORF6) 

>gi_632088_pir S41790 hypothetical protein 6 - 

thermophilic bacterium RT8.B4 (fragment) >gi_552047 
(L18965) ORF6 [thermophilic bacterium RT8.B4] 



Seq. No. 


25206 


Contig ID 


123792 1.R1040 


5 '-most EST 


eep700865434.hl 


Seq. No. 


25207 


Contig ID 


123797 1.R1040 


5' -most EST 


jC-gmle01810059bl2 


Seq. No. 


25208 


Contig ID 


123814 1.R1040 


5 '-most EST 


uxk700671954.hl 


Method 


BLASTX 


NCBI GI 


g4539944 


BLAST score 


315 


E value 


2.0e-29 


Match length 


78 


% identity 


77 


NCBI Description 


(AF133841) aldose 


Seq. No. 


25209 


Contig ID 


123819 2.R1040 


5 '-most EST 


uxk700671959.hl 


Seq. No. 


25210 


Contig ID 


123843 1.R1040 


5' -most EST 


kll701208075.hl 


Method 


BLASTX 


NCBI GI 


g4234953 


BLAST score 


219 


E value 


2.0e-17 


Match length 


204 



3967 



% identity 18 

NCBI Description (AF098970) NBS-LRR-like protein cD7 [Phaseolus vulgaris] 



Seq. No. 
Contig ID 
5' -most EST 



25211 

123877_1.R1040 
uxk700672036.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5" -most EST 



25212 

123889_1.R1040 
zsg701127894.hl 

25213 

123925_1.R1040 

rca701000427.hl 

BLASTX 

g4544422 

328 

1.0e-30 

108 

61 

(AC006955) putative fimbrin [Arabidopsis thaliana] 
25214 

123929_1.R1040 

uxk700672113.hl 

BLASTX 

g2492504 

301 

1.0e-27 

69 

88 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG 

>gi_1669660_emb_CAA70565_ (Y09396) protein of AAA family 
[Capsicum annuum] 

25215 

123930_1.R1040 
uxk700672431.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



25216 

123970_1.R1040 

awf700837111.hl 

BLASTX 

g3913792 

306 

2.0e-28 

88 

66 

GLUTAMATE— CYSTEINE LIGASE PRECURSOR 

(GAMMA-GLUTAMYLCYSTEINE SYNTHETASE) (GAMMA-ECS) (GCS) 
>gi_2 24312 6_emb_CAA7 180 1_ (Y10848) gamma - glut amy 1 cy s t e i ne 
synthetase [Brassica juncea] 

25217 

123981_1.R1040 

uC-gmropic031hl2bl 

BLASTX 



3968 



NCBI GI 


g3738308 


BLAST" score 


247 


E value 




Match lengtn 




% identity 


60 


NCBI Description 


(AC005309) unknown protein [Arabidopsis thaliana] 


Seq. No. 


zoz lo 


Contig ID 


lZoyo / 1.K1U4U 


D "ITlOStZ ShO 1 


uxk / uuo /zzuj «ni 


Method 


DT TV O rp v - 


NCBI GI 


g3201627 


BLAST score 


616 


E value 


o . ue- / 0 


Matcn lengtn 


1 bo 


% identity 


83 


NCBI Description 


(AC004 669) putative SWH1 protein [Arabidopsis thaliana 


Seq. No. 


25219 


Contig ID 


123998 1.R1040 


5 '-most EST 


uxk700672216.hl 


Seq. No. 


o c o o n 


Contig ID 


124011 1.R1040 


5' -most EST 


jC-gmro02910041066al 


Seq. No. 




Contig ID 


124011 2.R1040 


5' -most EST 


wrg700786093 .h2 


Seq. No. 


25222 


Contig ID 


124020_1 . R1040 


c I T7" cm 

5 -most EST 


zzp /UUoJz / 4o . nl 


Method 


BLASTN 


NCBI GI 


g510545 


BLAST score 


187 


E value 


1 . Oe-101 


Matcn lengtn 


O Q Q 

zy y 


% identity 


91 


NCBI Description 


P. sativum mRNA for starch branching enzyme I 


Seq. No. 




Contig ID 


124038 1.R1040 


5 -most EST 


tC-gmse /UUo/zz/lao 


Method 


BLASTX 


NCBI GI 


g4234955 


BLAST score 


752 


E value 


1 . Ue- /9 


Match lengtn 


o o o 


% identity 


45 


NCBI Description 


(AF098971) NBS-LRR-like protein cD8 [Phaseolus vulgari 


Seq. No. 


25224 


Contig ID 


124072 1.R1040 


5' -most EST 


kll701207792.hl 


Method 


BLASTX 


NCBI GI 


g3004565 



3969 



BLAST score 


442 


E value 


2.0e-63 


M^tph 1 pnn"hh 


184 


% identity 


66 


NCBI Description 


(AC003673) putative protein kinase [Arabidopsis thaliana 


Seq. No, 


25225 


Pontic/ ID 


124088 1 R1040 


5 T — mo^t EST 


iC-omf 10222 0130b02dl 


Spa No 


25226 

C J i. u 


font" i rr TD 

^Ull U J. y J. U 


124093 1 R1040 


5 '-most EST 


uxk700^72 915 ,hl 


Method. 


BLASTX 


NCBI GI 


g2979546 


BLAST score 


189 


E value 


1. Oe-14 


Matph lentil - li 


68 


% -i Hpri t" 1 f v 

o xu^iiux l. y 


62 


NORT F)p<;rr "i nt i nn 


fAPOO^fiftO^ nn ]c nriwn nrnf pin f Arahi rinn*? i<? t"hsl *i an^ 1 


O " v-^ • LN w • 


9S997 


fnnt i rr TH 
^-/vjj. 1 1 — l y lu 


1 94094 1 R1 040 


5 T -mo«5t EST 


uxk700672342 hi 


Method 


BLASTX 


NCBI GI 


g2642163 


BLAST score 


298 


F. v^i 1 lip 

Hi V CI X U.~ 


i Op-99 


M^tphi 1 pntrhhi 

i- -LCI L. ^/l 1 X.^liy 


118 


% identity 


60 


NCBI Description 


(AC003000) hypothetical protein [Arabidopsis thaliana] 




9R998 


Pont* i rr T D 


1 941 01 1 Rl 040 


C. » — TYlOClf" F^T 
lllUO U J_i k_) J. 


nP-rfmrrini r*01 Q r* 0 4 1 


CC^i LN W * 


9^99Q 
c. *j z. £. y 


Pnnl - in TH 

L»Uli U _L y J. U 


194196 1 R1 040 


5 '-most EST 


f C-omse7 00672391 f 2 


Method 


BLASTX 


NCBI GI 


a2465923 


BLAST score 


262 


E value 


1.0e-22 


LiCL -Ldliy Uii 


156 


2r T HpTl +* "1 +" \7 

o -H-ic-ii i i. Ly 


X X 


NCBI Description 


(AF024648) receptor-like serine/threonine kinase 




[Arabidopsis thaliana] 




^ -J VJ 


Pnn-f- i rr TD 
^UllLXy XJJ 


194149 1 PI 04 0 


5 '-most EST 


uxk700672422.hl 


Seq. No. 


25231 


Contig ID 


124146 1.R1040 


5' -most EST 


awf700839201.hl 



Seq. No. 25232 



3970 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



124149_1.R1040 
jC-gmst02400063d04dl 

25233 

124156JLR1040 
uxk700672438.hl 



Seq. No. 

Contig ID 
5 T -most EST 



25234 

124159JL.R1040 
uxk700672441.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25235 

124165JL.R1040 
uxk700672447.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



25236 

124193_1.R1040 

rlr700900864.hl 

BLASTX 

g3043529 

479 

5.0e-60 

189 

59 

(AJ002204) polyamine oxidase 
25237 

124208JL.R1040 
jC-gmle01810033g04dl 

25238 

124245_1.R1040 
uxk700672574.hl 



iZea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25239 

124246__1.R1040 

bth700848988.hl 

BLASTX 

g4490736 

810 

1.0e-86 

288 

33 

(AL035708) putative protein 



[Arabidopsis thaliana] 



25240 

124272JL.R1040 

jC-gmle01810011al0al 

BLASTX 

g2190544 

515 

1.0e-52 

120 

83 

(AC001229) Similar to Saccharomyces hypothetical protein 
P9642.2 (gb_U40828). [Arabidopsis thaliana] 



3971 



o e q . in o ■ 


9^941 


^ -t— -! /-»■ T" T"^ 

LOntly 1JJ 




c i _ Tnr .-4- pqrp 

D IllUoL. HjO 1 


-fP-rrm^p^nO 67 964 ^ 




OJ-LTlO 1 A. 


NCBI GI 


g3056592 


BLAST score 


323 


E value 


1 flo— 9Q 

x . ue z :? 


Match length 




% identity 


4 R 


jnl-jdi jjescription 


^ .ML' UU'tZCJJj iir XJ 


o e q • IN O • 


9 R949 


tontly 1JJ 


194977 9 151040 
li*iz / j Z.r\J_U*±U 


q i _ rnr)C ?t- FQT 

J XLLvJo U £ju1 


nvk7nn^79^17 hi 


Tv/'d +- V\ 
LYitrX-IlOU. 


OJ_LrtjO 1 A. 


NCRT RT 

IN \jr i—> _I_ \J -L 


a3021265 

u \J £^ J- \J ^ 


BLAST score 


206 


E value 


3.0e-16 


Match length 


71 


% identity 


54 


NCBI Description 


(AL022347) protein 



Seq. No. 
Contig ID 
5' -most EST 



nase - like protein [Arabidopsis 
thaliana] >gi_3292839_emb_CAA19829_ (AL031018) protein 
kinase - like protein [Arabidopsis thaliana] 

25243 

124281_1.R1040 
uxk700672627.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



25244 

124302JL.R1040 

uC-gmropic063e09bl 

BLASTX 

g3201541 

1202 

1.0e-132 

259 
86 

(AJ005077) TCTR2 protein [Lycopersicon esculentum] 
25245 

124311JL.R1040 
uxk700672667.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25246 

124333JL.R1040 
uC-gmflminsoy023f04bl 

25247 

124343_1.R1040 

uxk700672715.hl 

BLASTX 

g3046695 

231 

5.0e-19 

87 

55 

(AL022224) putative protein [Arabidopsis thaliana] 



3972 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25248 

124349_1.R1040 

uxk700672723.hl 

BLASTX 

g4557060 

289 

3.0e-26 

79 

67 

(AC007154) putative chromosome-associated polypeptide, 5 1 
partial [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



25249 

124356JL.R1040 
g4313377 



Seq. No. 
Contig ID 
5' -most EST 



25250 

124356__2.R1040 
txt700731475.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25251 

124383_1.R1040 

vzy700755280.hl 

BLASTX 

g3286691 

237 

3.0e-20 

67 

67 

(AJ007450) auxilin-like protein 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25252 

124385JL.R1040 

uxk700672761.hl 

BLASTX 

g4417267 

173 

1.0e-12 

62 

52 

(AC007019) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



25253 

124396_1.R1040 
uxk700672774.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25254 

124398_1.R1040 
jC-gmle01810091c01al 



Seq. No. 
Contig ID 
5' -most EST 



25255 

124412_1.R1040 

zhf700952207.hl 



Seq. No. 
Contig ID 



25256 

124413 1.R1040 



3973 




5 T -most EST 


jC-gmro02800033a07dl 


Sea. No. 


25257 


Contig ID 


124414 1.R1040 


5 ! -most EST 


uxk700672796.hl 




25258 


Contia ID 


124430 1.R1040 


5 '-most EST 


awf 700843104 .hi 


Seq. No. 


25259 


Contia ID 


124434 1.R1040 


5 T -most EST 


gsv701050727.hl 




BLASTX 


NCBI GI 


g2982458 


BLAST score 


765 


F value 


2.0e-81 


Ms t- ph lenath 


221 


% identity 


70 


NCBI Description 


(AL022223) putative protein [Arabidopsis thaliana] 


Seq. No. 


25260 


Pont i a ID 


124442 1.R1040 


c: ' -TTioQi- FST 


uxk700672843.hl 




25261 




124449 1 R1040 


5 '-most EST 


uxk7Q0673492.hl 


1 IC L-i IVJtJ. 


BLASTX 


NCBI GI 


g3702342 


BLAST score 


172 


F! va 1 1 ] P 


1.0e-12 


L v la LLii j_CiiyL.ii 


80 


% identity 


47 


NCBI Description 


(AC005397) hypothetical protein [Arabidopsis thaliana 


Sea No 


25262 


Contig ID 


124455 1.R1040 


5 f -most EST 


uxk700672862.hl 


Sea No . 


25263 


k^UHI l_y _L U 


124457 1 R1040 


J HlA_Jo U Du 1 


a4299814 




25264 


Pnnt" "i a TD 


124458 1.R1040 


5' -most EST 


fua701042227.hl 


l"_tr L-livJ^J. 


RLASTX 


NCBI GI 


g3176710 


BLAST score 


197 


F va 1 ne 


2.0e-15 


Match length 


65 


% identity 


58 


NCBI Description 


(AC002392) unknown protein [Arabidopsis thaliana] 


Seq. No. 


25265 


Contig ID 


124461JL.R1040 



3974 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ncj700980209.hl 

BLASTN 

g3510347 

39 

2.0e-12 

201 
86 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MSJ11, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Contig ID 
5 1 -most EST 



25266 

124501_1.R1040 
uxk700673191.hl 



Seq. No. 

Contig ID 
5 '-most EST 



25267 

124508_1.R1040 
uC-gmronoir028e08bl 



Seq. No. 
Contig ID 
5 '-most EST 



25268 

124508__2.R1040 
leu701153756.hl 



Seq. No. 
Contig ID 
5' -most EST 



25269 

124541JL.R1040 
crh700851681.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25270 

124543_1.R1040 

pmv700891704.hl 

BLASTX 

g4220480 

201 

2.0e-15 

128 

38 

(AC006069) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



25271 

124555JL.R1040 
uxk700673026.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25272 

124571_1.R1040 

hrw701056931.hl 

BLASTN 

g218250 

58 

5.0e-24 

86 

92 

Rice mRNA for low molecular weight heat shock protein, 
complete cds 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



25273 

124583JL.R1040 

fC-gmro700870403f3 

BLASTX 



3975 



NCBI GI 


g3953601 


BLAST score 


234 


V T7^5 1 no 
£j V Ct-L U.C 


1. Oe-19 


Tula f pK "1 oT"HT"t" l"i 


65 


% identity 


71 


NCBI Description 


(AB008489) response regulator 


Con "Kin 

O fcS ^ • IN vJ » 


25274 


Contig ID 


124586 1.R1040 


5' -most EST 


hrw701061851.hl 


0?4' IN • 


25275 


Contia ID 


124604 1.R1040 


•J lllW O U DiJ 1 


uxk700^73110 .hi 




25276 


Pnnt - 1 rr T D 
Ks\Ji ii — l y -L i-' 


124627 1 R1040 


5 ' -most EST 


jC-gmst02400028b03al 


Mp1~ h od 


BLASTX 


NPRT (IT 


a2132182 




648 


E value 


5.0e-68 


Match length 


152 




76 


IN^QJL JJcoLIipLlUU 


h^mn^hpf i ral nrnf pi n YPT.Dftfip — 








C v ioiuC j 


oeq • iNu . 


O i i 




194629 1 R1040 


5* -most EST 


zhf 700954545. hi 


Method 


BLASTN 


NCBI GI 


g2618600 


BLAST score 


41 


E value 


2.0e-13 


Match length 


49 



yeast ( Saccharomyces 
L) Lpg22p [Saccharomyces 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

S^most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MDC12, complete sequence [Arabidopsis thaliana] 

25278 

124636_1.R1040 

uxk700673146.hl 

BLASTX 

g2979563 

207 

2.0e-16 

112 
39 

(AC003680) unknown protein [Arabidopsis thaliana] 
25279 

124637_1.R1040 

fC-gmse700673147f2 

BLASTX 

g3402694 

1067 



3976 



Hi V G -L LLC 


1.0e-117 


M3t~r*h 1 pnnth 


289 


% identity 


71 


NCBI Description 


(AC004 697) putative Mlo-hi protein [Arabidopsis thaliana] 


S^rr No. 

kJ ^ * J.» v « 


25280 


Contig ID 


124644 1.R1040 


5* -most EST 


uxk700673154.hl 


OCvJ ■ IN \J m 


25281 




124663 1.R1040 


R ' -mnqf F^T 

^ 1L.IAJO U X_i 0 X 


asn701140409.hl 




25282 




124668 1.R1040 


S'-TTlO^t EST 

*J ILL W O L. J— 1 *~* 


uC - gmf Tmins o y 0 5 4 c 0 4 b 1 


Method 


DxxtiO I A 


NCBI GI 


g2244833 


BLAST score 


256 




7. 0e-22 


Mp'hr'Vt 1 print - !"* 


192 


% identity 


33 


NCBI Description 


(Z97337) centromere protein homolog [Arabidopsis thaliana] 


Ocirr Kin 


25283 


Contig ID 


124678 1.R1040 


5 T -most EST 


rry700808476.hl 


beg. no. 


9R9R4 


tomig iu 


1 94 fiRfi 1 R1 040 


O IuOSu iLOl 


nr-rmnrnTni n < =;nvig2h06bl 




25285 




124741 1 R1040 


^ 1 -most- FST 


uxk700673281.hl 


LYieT-noa 


JDXj.fT.kJ X /\ 


NCBI GI 


g4455367 


BLAST score 


296 


F Tra 1 no 
I_» value 


7 . Oe-27 


l v Ja.L.CIl J_fciiiyL.il 


122 


% identity 


34 


NCBI Description 


(AL035524) putative protein [Arabidopsis thaliana] 


Qorr Wo 


25286 


LOuuly lu 


194749 1 R1040 


S 1 -mnQf F9T 


nP—rrm f^l m "i n qovO 66el2bl 


oecj • 1NO . 


25287 


woiiL.iy ±.u 


124754 1 R1040 




uxk700l)73304 .hi 




DXJXiO X _*\ 


NCBI GI 


g3461849 


BLAST score 


490 


E value 


1.0e-49 


Match length 


113 


% identity 


77 


NCBI Description 


(AC005315) putative cytochrome P450 [Arabidopsis thaliana 



3977 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25288 

124789_1.R1040 

uxk700673353.hl 

BLASTX 

g3695379 

313 

7.0e-29 

94 

67 

(AF096370) contains similarity to a C. elegans hypothetical 
protein F44G4.1 (GB:Z49910) and several yeast hypothetical 
proteins such as 35.1 KD protein in NAM8-GAR1 intergenic 
region (SP:P38805) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



25289 

124790_1.R1040 
uxk700673356.hl 



Seq. No. 

Contig ID 
5' -most EST 



25290 

124806_1.R1040 
fde700874719.hl 



Seq. No. 
Contig ID 
5' -most EST 



25291 

124824_1.R1040 
gsv701045829.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25292 

124825_1.R1040 

uC-gmr opicO 4 3h02bl 

BLASTX 

g!688072 

214 

4.0e-17 

116 
45 

(U41369) biotin holocarboxylase synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25293 

124846_1.R1040 

asn701141953.hl 

BLASTX 

g3023932 

552 

5.0e-62 

160 

66 

HISTONE DEACETYLASE 3 (HD3) >gi_2791688 
deacetylase-3; HD-3 [Gallus gallus] 



(AF039753) histone 



Seq. No. 
Contig ID 
5' -most EST 



25294 

124888_1.R1040 
kmv700738665.hl 



Seq. No. 
Contig ID 



25295 

124926 1.R1040 



3978 



5 '-most EST 


dj j700606031.h2 


Sea. No. 


25296 


Contig ID 


124955 1.R1040 


5' -most EST 


djj700606069.h2 


Qpa No 


25297 


Contig ID 


124959 1.R1040 


5' -most EST 


zzp700833893.hl 


Sea. No. 


25298 


Pnni - "i a TO 


125025 1.R1040 


S'-innqt EST 


j C-gmf 102220 07 0g07dl 


Sea No 


25299 


Cnntia ID 


125038 1.R1040 


5' -most EST 


sat701014116.hl 


Mpthofi 


BLASTX 


NCBI GI 


g322641 


BLAST score 


702 


E value 


7.0e-74 


Match length 


238 


% identity 


51 


NCBI Description 


beta-1, 3-glucanase h 



-log (clone A6) - rape (fragment) 
>gi_17738_emb_CAA4 9513_ (X69887) beta-1, 3-glucanase 
homologue [Brassica napus] 



Seq. No. 
Contig ID 
5' -most EST 



25300 

125071_1.R1040 
vwf700675127.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



25301 

125094_1.R1040 
g5058427 

25302 

125105JL.R1040 
vwf700673738.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25303 

125132JL.R1040 

fC-gmfl700906093al 

BLASTX 

g4335745 

636 

5.0e-66 

306 
43 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



25304 

125167_1.R1040 
vwf700673852.hl 
BLASTX 
g!169200 



3979 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204 

9.0e-16 

103 

47 

DNA- DAMAGE- RE PAIR/ TOLERATION PROTEIN DRT111 PRECURSOR 

>gi_421829_pir S33706 DNA-damage resistance protein - 

Arabidopsis thaliana >gi_166694 (M98455) [Arabidopsis 
thaliana recombination and DNA-damage resistance protein 
(DRT111) mRNA, complete cds . ] , gene product [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25305 

125192JL.R1040 

vwf700673893.hl 

BLASTX 

g2842424 

144 

1.0e-08 

91 

40 

(AJ223948) RNA helicase [Homo sapiens] 
25306 

125203JL.R1040 

vwf700678932.hl 

BLASTX 

g4220514 

387 

7.0e-38 

81 

81 

(AL035356) putative protein [Arabidopsis thaliana] 
25307 

125210JL.R1040 

vwf700678945.hl 

BLASTX 

gll74862 

148 

9.0e-10 

82 

37 

PUTATIVE UBIQUITIN CARBOXYL- TERMINAL HYDROLASE C13A11.04C 
(UBIQUITIN THIOLESTERASE) (UBIQUITIN-SPECIFIC PROCESSING 

PROTEASE) ( DEUBIQUI T INAT ING ENZYME) 

>gi_984225_emb_CAA90805_ (Z54096) unknown 
[Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



25308 

125218JL.R1040 

vwf700673942.hl 

BLASTX 

g3337361 

277 

9.0e-25 

98 

53 



3980 



NCBI Description (AC004481) ankyrin-like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25309 

125219JL.R1040 

uC-gmf Iminsoy071c01b2 

BLASTX 

g3152938 

166 

2.0e-ll 

137 

35 

(AF065482) sorting nexin 2 [Homo sapiens] 
>gi_4507141_ref_NP_003091.1jpSNX2_ sorting nexin 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25310 

125226_1.R1040 

vwf700673956.hl 

BLASTX 

g4115388 

367 

7.0e-35 

126 

57 

(AC005967) putative prolylcarboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



25311 

125231_1.R1040 
vwf700673964.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25312 

125235JL.R1040 

vwf700674103.hl 

BLASTN 

g3869071 

47 

2.0e-17 

107 
86 

Arabidopsis thaliana genomic DNA, chromosome 3, PI 
MIL23, complete sequence [Arabidopsis thaliana] 



clone : 



Seq. No. 
Contig ID 
5* -most EST 



25313 

125280_1.R1040 
vwf700674055.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25314 

125310_1.R1040 

gsv701049601.hl 

BLASTX 

g2950210 

709 

5.0e-75 

174 

34 

(Y14615) Importin alpha-like protein [Arabidopsis thaliana] 



3981 



beq. no. 


Z J JlJ 


uontig iu 


1 9 R^l ^ 1 R1040 


D IuObl. Hoi 


vwf700674117 hi 


Metnoa 


ESJjiiD 1 A 


NCBI GI 


go / o y / y y 


BLAST score 


1 Q9 

iyz 


E value 


6.0e-14 


Match length 


182 


-s iuentxi.y 


1 4 


JNUDl ueSCJLXpT--LOIl 


/aFDfin91Q\ RPfl-likp G exchanaina factor RLG 


>gi 4557445_ref_NP_001259.1_pCHClL_ RCCl-like 




factor RLG 


beq. no. 


i Jji 0 


uontzg iu 


liJJJO J. • £\ J- U f± u 


o -most JliO 1 


vwr / uuo / *tiU o * xi-L 


beq. no. 




contig iu 




0 "ItlOSL HiO L 


■FP-rrm <5 p^7 D fl 7 4 9 D f 9 






NCBI GI 


g3540207 


BLAST score 


656 


E value 


z . ue oo 


lyiaT-dl -Lcliy LI1 




% identity 


70 


NCBI Description 


(AC004260) Putative protein kinase [Arabidops 


beq. No. 




Contig ID 


125363 1.R1040 


5' -most EST 


vwf700674213.hl 


beq. no. 


ji y 


Contig ID 


j jOD 1.K1U4U 


r— | _ j_ "corn 

5 -most EST 


3 u— gmstuz^uuu / znzai 


Seq. No. 




Contig ID 


lZOo/1 1.K1U4U 


O — IROSl XLbl 


IlIW / UlUDUOi*i .XIX 


Method 


DT 7\ QrpY 




a2501555 


BLAST score 


461 


E value 


4.0e-46 


Match length 


133 


% identity 


64 


NCBI Description 


POSSIBLE APOSPORY -ASSOCIATED PROTEIN C >gi_54 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



25321 

125403_1.R1040 

fC-gmse700674289f2 

BLASTX 

g3617742 

242 

4.0e-20 

64 

69 



3982 



# 



NGBI Description (AC005687) RAP2 • 6 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



25322 

125415_1.R1040 

vwf700674314.hl 

BLASTN 

g3510336 

40 

2.0e-13 

80 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18J17, complete sequence [Arabidopsis thaliana] 

25323 

125427JL.R1040 
vwf700674327.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25324 

125430J..R1040 
vwf700674330.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



25325 

125435JL.R1040 

vwf700674373.hl 

BLASTX 

g2342683 

545 

7.0e-56 

109 

89 

(AC000106) Contains similarity to Bos beta-mannosidase 
(gb_U4 6067) . [Arabidopsis thaliana] 

25326 

125501JL.R1040 
vwf700674453.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



25327 

125528_1.R1040 

zpv700763665.hl 

BLASTN 

gl69928 

218 

1.0e-119 

258 

86 

Glycine max alpha '-type beta conglycinin storage protein 
gene, complete cds, clone ch4A 

25328 

125532JL.R1040 

kll701204351.h2 

BLASTX 

gl657619 

264 

7.0e-23 



3983 



Match length 

% identity 

NCBI Description 



Seq. No* 
Contig ID 
5' -most EST 



139 
42 

(U72504) G5p [Arabidopsis thaliana] >gi_3068710 (AF049236) 
putative transmembrane protein G5p [Arabidopsis thaliana] 

25329 

125534_1.R1040 
vwf700678746.hl 



Seq. No. 
Contig ID 
5' -most EST 



25330 

125549J..R1040 
sat701013124.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



25331 

125558_1.R1040 

fC-gmse700674558f2 

BLASTN 

g2286199 

224 

1.0e-122 

664 

87 

Pisum sativum polynucleotide phosphorylase 
complete cds 



(pnp) mRNA, 



25332 

125558_2.R1040 

jC-gmst02400052cl0al 

BLASTN 

g2286199 

145 

1.0e-75 

261 

89 

Pisum sativum polynucleotide phosphorylase (pnp) mRNA, 
complete cds 

25333 

125562_1.R1040 

uC-gmropic031g09bl 

BLASTX 

gl871192 

432 

2.0e-42 

185 
56 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 

25334 

125582_1.R1040 
g4395901 

25335 

125610_1.R1040 

sat701006239.h2 

BLASTX 



3984 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g548585 
143 

1.0e-08 

129 

22 

POLY [ADP-RIBOSE] POLYMERASE (PARP) (ADPRT) ( NAD ( + ) 
ADP-RIBOSYLTRANSFERASE) (POLY [ADP-RIBOSE] SYNTHETASE) 

>gi_476993_pir A47474 NAD+ ADP-ribosyltransf erase (EC 

2.4.2.30) - fruit fly (Drosophila melanogaster) 
>gi_30354 6_dbj_BAA02964_ (D13806) poly (ADP-ribose} 
polymerase [Drosophila melanogaster] >gi_3044062 (AF051548) 
poly (ADP-ribose) polymerase [Drosophila melanogaster] 



Seq. No. 

Contig ID 
5 '-most EST 



25336 

125620_1.R1040 
epx701110107.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



25337 

125635JL.R1040 

vwf700675064.hl 

BLASTN 

gl67227 

178 

1.0e-95 

349 

88 

Canavalia ensiformis urease 
25338 

125643J..R1040 
epx701108171.hl 



(ure) mRNA, complete cds 



Seq. No. 
Contig ID 
5 '-most EST 



25339 

125686JL.R1040 
jC-gmfl02220106hl2al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25340 

125694JL.R1040 

bth700847010.hl 

BLASTX 

g2829894 

200 

2.0e-15 

89 

46 

(AC002311) Unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25341 

125699_1.R1040 

kmv700743686.hl 

BLASTN 

g4220643 

87 

5.0e-41 

375 
81 

Arabidopsis thaliana genomic DNA, chromosome 5, 



PI clone: 



3985 



MWD22, complete sequence [Arabidopsis thaliana] 







Contra ID 


125705 1 R1040 


>J ILLw O L. Hi O X 


vwf 700 617 48^ hi 


Seq. No. 


25343 


Contig ID 


125709 1.R1040 


5' -most EST 


cks700764885.hl 


Method 


BLASTX 


J.N \^ O J- OX 




BLAST qrorp 


196 


E value 


4.0e-15 


Match length 


67 


o luciiuiLy 






^ xi\^ \J \J \J \J <L. j yULaLX VC £\LN.rt. VJ \J X VI LLC X ClOC (_ .ttX CLXJ X LJ o X o L. 11 d J LO.HCL 


O C ^ • LN vJ . 


?^?44 
i jjii 


font" H rr TD 


i ?S7i i i ri n 4 n 


lLlAJO L HiO X 


Trurf 7nfYfi74ft49 hi 


O C. \-i * L\ \J . 


25345 


Contia ID 


125720 1 R1040 


5 '-most EST 


uC-gmflminsoy080allbl 


Method 


BLASTX 


NPRT C1T 


LJ JO U >J f 




11 A 


E value 


1.0e-82 


Match length 


177 




4^ 


KfrRT rio c; H n+" i on 


\flUUUt.JJU/ liypULiJLC LXL^aX piUUcXIl [rlL aUXUUpoXO UilclXXcLilct J 


Ocvji IN (J • 




^kjj-i ( — i_y x u 


1 9R749 1 Ri CiACi 

li J / 1Z X. I\X (J *i VJ 


O lUUbt ILO X 


T7wF7 D(V£7 4 QOft hi 
VWI / UUO / flj7U0 .Xlx 




25347 


foni- 1 rr TD 
^^ii t l y j.u 


19R777 1 R1D4D 


•J ILLWO U HjO X 


Trwf 7 00^74 Q7 R hi 

VWX / UUO / / J • 11X 


Mpthnd 

J. -IC U11UU 


1-JX-ut.O X A 


NCBI GI 


g3122914 


BLAST score 


786 


Hi v a. x uc 


O ■ UC o *± 


1 JO L<011 XC11U L.JL1 


173 




O X 


INv^Di UcbCIiptlOIi 






-^gi iGi7Uiou vuoyyoDj varyi rKWii syni,neL.ase LAraDiaopsis 




tnaxiana j 


Sea No 


25348 


Contig ID 


125798 1.R1040 


5' -most EST 


vwf700675015.hl 


Method 


BLASTX 


NCBI GI 


gl483177 


BLAST score 


139 


E value 


1.0e-08 


Match length 


93 



3986 



0 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



37 

(D86598) antifreeze-like protein (af70) [Picea abies] 
25349 

125824JL.R1040 
kll701207005.hl 



Seq. No. 
Contig ID 
5' -most EST 



25350 

125841_1.R1040 
vwf 700675114. hi 



Seq. No. 
Contig ID 
5' -most EST 



25351 

125872JL.R1040 
vwf700675171.hl 



Seq. No. 
Contig ID 
5' -most EST 



25352 

125876_1.R1040 
k!1701211832.hl 



Seq. No. 
Contig ID 
5" -most EST 



25353 

125876_2.R1040 
asn701131910.hl 



Seq. No. 
Contig ID 
5' -most EST 



25354 

125890_1.R1040 
vwf 700675204. hi 



Seq. No. 
Contig ID 
5 '-most EST 



25355 

125940_1.R1040 
vwf 700675280. hi 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
S'-most EST 



25356 

125942JL.R1040 

hrw701061557.hl 

BLASTX 

g4468984 

217 

1.0e-17 

118 

39 

(AL035605) putative protein [Arabidopsis thaliana] 
25357 

125943_1.R1040 

fC-gmfl700907258al 

BLASTX 

g3367516 

543 

3.0e-55 

243 

43 

(AC004392) Similar to beta-glucosidase BGQ60 precursor 
gb_L41869 from Hordeum vulgare . [Arabidopsis thaliana] 

25358 

125943_2.R1040 
vwf700675285.hl 



3987 



# 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



25359 

125955JL.R1040 

jC-gmst02400040b04al 

BLASTX 

g4006876 

178 

6.0e-13 

88 
53 

(Z99707) hypothetical protein [Arabidopsis thaliana] 



25360 

125986_1.R1040 

vwf 700675367. hi 

BLASTX 

g4580455 

582 

2.0e-60 

138 

86 

(AC006081) unknown protein 



[Arabidopsis thaliana] 



25361 

126019JL.R1040 
kll701208986.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



25362 

126026_1.R1040 
jC-gmle01810073g03al 

25363 

126027JL.R1040 
jC-gmst02400057e07dl 

25364 

126028JL.R1040 
uC-gmflminsoy032f03bl 

25365 

126053JL.R1040 
vwf 700675492. hi 



Seq. No. 
Contig ID 
5 ' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



25366 

126062_1.R1040 
eep700868534.hl 

25367 

126071JL.R1040 
crh700851883.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25368 

126113_1.R1040 
awf700841684.hl 



Seq. No. 
Contig ID 



25369 

126124 1.R1040 



3988 



o • 



5' -most EST 


dpv701097948.hl 


JC^t IN U * 


4 *j o i \j 


Contig ID 


126154 1.R1040 


5 '-most EST 


vwf700675670.hl 


Spa No 




Contig ID 


126199 1.R1040 


5 T -most EST 


vwf 700675738. hi 


Qp/r Kin 
ocv|« J.N \J • 




Contig ID 


126225 1.R1040 


5 '-most EST 


hyd700726391.hl 


Sea No 


2S373 
*j <j f j 


Contig ID 


126235 1.R1040 


5' -most EST 


vzy700754350.hl 


Spa Kfo 


*j j t *± 


Contig ID 


126274 1.R104Q 


5' -most EST 


vwf700675866.hl 




iJJ / J 


Contig ID 


126277 1.R1040 


5 '-most EST 


jsh701069279.hl 


OClj. iN W . 


t JO / O 


Lontiy lu 


1 O^OQQ 1 uiri/in 
liOiOO 1.K1U4U 


o most Hjo i 


vwr / u u 0 /jooo.ni 


oeq. ino. 


J / / 


uonmg id 


1 oc3r\Q 1 "Din/in 


S 1 — Trine; 1" PQrp 


vwi /uuo / j^i 3 . nx 


Method 


1111 1—1 . i j_ 


NCBI GI 


g4539384 


BLAST score 


250 


E value 


1.0e-21 


Match length 


90 


% identity 


54 



NCBI Description (AL035526) putative protein [Arabidopsis thaliana] 

Seq. No. 25378 

Contig ID 126338_1 .R1040 

5 '-most EST jC-gmf 102220144e08al 

Seq. No. 25379 

Contig ID 126343_1 . R1040 

5' -most EST g4290835 

Seq. No. 25380 

Contig ID 126389_1 . R1040 

5' -most EST fC-gmse700676040f 2 

Method BLASTX 

NCBI GI g3256035 

BLAST score 855 

E value 4.0e-92 

Match length 204 



3989 



% identity 

NCBI Description 



76 

(Y14274) putative serine/threonine protein kinase [Sorghum 
bicolor] 



Corr Mn 
Octji IN U • 


Zjjo 1 


oontig iu 


i qi i pi n/in 

liOjjl 1.K1U4U 




vwr /UUb/bU4b.ni 


oeq. WO. 




uoncig id 


1Z04U0 1.K1U4U 


O U Hi O 1 


VWX / UU O / DUOO.lll 


Seq. No. 


25383 


Contig ID 


126417 1.R1040 


R T —-moat- TTQT 


vwr /uud /ozoD.ni 




"RT ZiQTY 


LNL/Dl (al 




dlaoi score 


loo 


Hi vdlue 


j * ue— 14 


Match length 


67 


« identity 


52 


NCBI Description 


(ALlUJUlUo; r^ljy.lo 


Seq. No. 


25384 


Contig ID 


126422_1.R1040 


5 1 -most EST 


vwt /UUo7yo40. hi 


Method 




NCBI GI 


g4539346 


BLAST score 


654 


E value 


z . ue-bo 


Match length 


O 1 /I 

214 


•e identity 


by 


inojdj. uescription 


IfiitUJoo^yj putative 


Seq. No. 


25385 


Contig ID 


126429JL.R1040 


3 IuOS U HjO 1 


awr /uuoobob4 .ni 


l v Je LflOQ 


■DJLi/ib i A 


NCBI GI 


g3046696 


BLAST score 


633 


E value 


o . ue-bb 


Match length 


lb / 


% identity 


75 


NCBI Description 


(AL022224) CTP synth 


beq. No , 


25386 


Contig ID 


126430_1 . R1040 


q most iIjo i 


ieu /uii4oziz . ni 


Seq. No. 


25387 


Contig ID 


126435 1.R1040 


5 '-most EST 


vwf700676313.hl 


Method 


BLASTX 


NCBI GI 


g2347208 


BLAST score 


192 


E value 


6.0e-15 


Match length 


80 



[Arabidopsis thaliana] 



3990 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 1 -most EST 



41 

(AC002338) APG protein isolog [Arabidopsis thaliana] 
25388 

126442JL.R1040 

kll701214183.hl 

BLASTX 

gl076802 

227 

2.0e-18 

150 
2 

extensin-like protein - maize >gi__600118_emb_CAA84230_ 
(Z34465) extensin-like protein [Zea mays] 
>gi_1096557_prf 2111476A extensin-like domain [Zea mays] 

25389 

126442_2.R1040 
g5753657 

25390 

126451_1.R1040 
vwf700679635.hl 



Seq. No* 
Contig ID 
5 1 -most EST 



25391 

126464JL.R1040 
vwf700676159.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25392 

126469_1.R1040 

zhf700960289.hl 

BLASTX 

g4262167 

265 

1.0e-45 

131 

73 

(AC005275) putative LRR receptor-linked protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25393 

126472JL. R1040 

g5126841 

BLASTX 

g688423 

147 

2.0e-09 

97 

42 

(D26453) tumor-related protein 
Nicotiana langsdorf f ii] 



[Nicotiana glauca X 



Seq. No. 
Contig ID 
5' -most EST 



25394 

126482 JL. R1040 
vwf700676280.hl 



Seq. No. 



25395 



3991 




uontig 1L> 


1 9651 Q 1 R1 040 








111 in '' X 


NCBI GI 


g3292829 


BLAST score 


332 


IL VcLXUfc; 


9 Op-31 




QO 


% identity 


DD 


JNUoi Description 


fJ\Tn"?ini Q ^ nnf af-i tto r^v^t" onn r r*;ahi *i rlon <5 "i Q hbs 1 "i 1 

[ilLU JlUiO ) LJlXL.ClL.XvC pi L> L -Lll CLkJ J_ UU^JO -L O L.11GL-L J-Cllld J 


oeq. jno. 


9 5*3Q6 


uonng id 


1 965^6 1 Rl 040 


0 ItlOSu £jO! 


-FnA70l7nR7 5fi hi 

J_ U.O. / U1UJO / JO • 11J- 


r\ ^ 

jxte ufiou 


RT 3\CTY 
JDXxrto 1 A 


NL-dI bX 


rr*309 ^Q61 


BLAST score 


928 


E value 


1.0e-100 


IXlaXL-Il Icily LI1 


906 


% identity 


ft 7 


NCBI Description 


H0ME0B0X PROTEIN KN0TTED-1-LIKE >gi_1946222_emb_CAA96512 




(Z71980) knottedl-like homeobox protein [Malus domestica 


Seq. No. 


OCQQ7 


Contig ID 


126538JL.R104G 


5' -most EST 


uC-gmf Iminsoy075e02bl 


oeq. jno. 


9 5*3QQ 


Contig ID 


126544 1.R1040 


5 '-most EST 


rca700996206.hl 


beq. no. 




contig xd 


1 9655*3 1 R 1 040 


D -mOSt fcibl 


eu} / uu oyo uo/. . nx 


beq. no. 


95400 


uonuig id 


1 96571 1 Rl 040 


J iLLUoL DO 1 


hvd700T9Q047 hi 


^yT /-% 4~ /—\ -J 




lNk^DX \j± 


rr91 Q6P7P 
X Z/ DO / 0 


BLAST score 


376 


E value 


2.0e-36 


FiSTicn lengun 


7 6 


-6 identity 




NCBI Description 


(Y08292) NADH glutamate dehydrogenase [Nicotiana 




plumbagini f oli a ] 


Seq. No. 


Ul 


Contig ID 


126592 1.R1040 


5' -most EST 


vwf700676377.hl 


Seq. No. 




Contig ID 


126608 1.R1040 


5' -most EST 


vwf700676422.hl 


Seq. No. 


25403 


Contig ID 


126617 1.R1040 


5' -most EST 


vwf700676438.hl 



3992 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



25404 

126624_1.R1040 

vwf700676449.hl 

BLASTX 

g2088650 

207 

4.0e-16 

53 

77 

(AF002109) peroxisomal ATP/ADP carrier protein isolog 
[Arabidopsis thaliana] 

25405 

126629JL.R1040 
vwf700676456.hl 



Seq. No. 
Contig ID 
5' -most EST 



25406 

126643JL.R1040 
vwf700676475.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



25407 

126651JL.R1040 

vwf 700676494. hi 

BLASTX 

g4510395 

476 

5.0e-48 

101 

82 

(AC006587) putative beta-galactosidase precursor 
[Arabidopsis thaliana] 

25408 

126652J..R1040 
vwf700676496.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25409 

126680_1.R1040 
vwf700676656.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



25410 

126708JL.R1040 

ncj700986649.hl 

BLASTN 

g4567193 

66 

2.0e-28 

308 

83 

Arabidopsis thaliana chromosome II BAC T26C19 genomic 
sequence, complete sequence 

25411 

126735JL.R1040 

cks700764716.hl 

BLASTX 



3993 



# • 



NCBI GI 


g3859534 


BLAST score 


906 


£j v CLX 


4 # Oe-98 


l v JciL.Ul.l _L fcJliyL.il 


IRS 

X. U J 


Q. /^J +■ i r If 

^ laen Lity 


O Q 


NCBI Description 


\f\E U^O^iOZ 1 aSpal ciy lilt; oyil L-Ilfci Labc Lriia.JJ-LU.upo J-o L.Ua±±aiia 






UUIlXly XU 


1 9677ft 1 R1 04 D 


•J 1UW O L- DO 1 


t r-rrmroO? 91007 lc08al 


Mo "h h piH 




NCBI GI 


g4006894 


BLAST score 


302 


E value 




i v igll.uii -LtJiiyt— ii 




15 lQcilLlLy 


£1 


"NT O Tl X O ^ nnvi ir> 4- i m 
IML^DJ. UcbCXipLlUIl 


f7QQ70R\ h nmpnHriTris i n nrnt" pin F At^Ttii Hnn^ "hhislisnsl 

^ <Li _7 17 / vO ) ilUlLLfc; U iwlUlud J_ il pi u Lc±il [niaLixuu^oxo Luaxxaiia j 


o fc; > LN U • 


«_> t ± u 






<J ilLUo L. JLO x 


\Twf 7 0067 68 4 9 hi 

VWl / / UO 1 J • 11 x. 




xjlxrlo x .A. 


NCBI GI 


g3292811 


BLAST score 


236 


E value 


4 np-90 


i v ia ten lengtn 


0 D 


% identity 


53 


NCBI Description 


(AL031018) hypothetical protein [Arabidopsis thaliana] 


oeq. in o • 


9 R41 4 

£ 3 *i 1*1 


Contig ID 


126810 1.R1040 


5' -most EST 


vwf700676762.hl 


oeq. wo. 




Contig ID 


126820 1.R1040 


5 1 -most EST 


uC-gmflminsoy010b07bl 


oeq • LNO . 


9 ^4 1 f, 


uontig iu 


1 9^P9Q 1 PI 04 0 


o most Hjoi 


V Wi / UUD / O / O j . Ill 


oeq. jno • 


Z D*i 1 / 


UOntlly ID 


1 9^P*50 1 P1 040 


O ILIO ot Il> O 1 


TrLj-F700fi7 67ft hi 

VWl / UUD fO/OOtlll 




OlxriO 1 A 


NCBI GI 


g2347198 


BLAST score 


322 


E vslue 


ft . ue j u 


Match length 


CI 
DO 


% identity 


90 


NCBI Description 


(AC002338) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


25418 


Contig ID 


126831 1.R1040 


5" -most EST 


vwf700679213.hl 


Seq. No. 


25419 



3994 



Contig ID 
5' -most EST 

Seq, No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



126834JL.R1040 
leu701146111.hl 

25420 

126840JL.R1040 
zpv700760882.hl 

25421 

12685CM..R1040 

fC-gmro700846408al 

BLASTX 

g4191775 

1175 

1.0e-129 

295 

74 

(AC005917) putative acyl-CoA cholesterol acyltransf erase 
[Arabidopsis thaliana] 

25422 

126869JL.R1040 
vwf700676850.hl 

25423 

126885JL.R1040 
vwf700679471.hl 

25424 

126935JL.R1040 

jC-gmfl02220085al0al 

BLASTX 

gl345132 

978 

1.0e-106 

275 
17 

(U47029) ERECTA [Arabidopsis thaliana] 

>gi_1389566_dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 



25425 

126937_1.R1040 
g5753028 

25426 

126957_1.R1040 
wvk700683311.hl 



Seq. No. 
Contig ID 
5' -most EST 



25427 

126959_1.R1040 
vwf700676995.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25428 

126965JL.R1040 
zsg701118332.hl 



3995 



Seq. No. 




Contig ID 


126979_1.R1040 


5 '-most EST 


uC~gmrominsoy241d04bl 


beq. wo* 


ZO*i JU 


Contig ID 




5 '-most EST 


vwr /uuo/yizu.ni 


Seq. No. 


Z04t,3I 


Contig ID 


1 OCQOC 1 Di Hyl n 


o mos l Hjbi 




Method 


TDT flCTY 
DiiTiO 1 A 


NCBI GI 


g2651309 


BLAST score 


390 


E value 


D . U6-JO 


Match length 


87 


% identity 


90 


NCBI Description 


(AC002336) unknown protein [Arabidopsis thai 


Seq. No. 


25432 


Contig ID 


127027 1.R1040 


5' -most EST 


zpv700759319.hl 


Seq. No. 


25433 


Contig ID 


127028 1.R1040 


5 '-most EST 


vwf700677110.hl 


Seq. No. 


25434 


Contig ID 


127037_1 .RIO 40 


5 '-most EST 


txt 7 007 35 4 95 .hi 


Seq. No. 


zo4*3o 


Contig ID 


127076 1.R1U4U 


C | ———4- Tp c< m 

b -most Jbbl 


sat. / uiuiuo . ni 


Method 


DT 7\ O T 1 V 


NCBI GI 


gz4 yz / oz 


BLAST score 


284 


E value 


4.0e-37 


Match length 


101 


% identity 


75 


NCBI Description 


ALPHA-GALACTOSIDASE PRECURSOR (MELIBIASE) 



( ALPHA- D-GALACTOS IDE GALACTOHYDROLASE) >gi_504489 (L27992) 
alpha-galactosidase [Coffea arabica] 

25436 

127132_1.R1040 
vwf700677801.hl 

25437 

127162_1.R1040 

vwf700677457.hl 

BLASTX 

g3249095 

247 

7.0e-35 

86 

83 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



3996 



